AB042501.2 gg_id:17793 Halomonas sp. str. TAG C4

AF140007.1 gg_id:8134 Halomonas sp. str. ML-185

GU212635.1 gg_id:559842 Halomonas sp. str. H57B76

FJ978741.1 gg_id:436100 feces clone CL_F_444

GU001906.1 gg_id:550587 Halomonas pacifica str. PL51

FJ152554.1 gg _id:331625 Changes ly soil (Mexico) flooding alkaline saline soils former lake Texcoco clone TX1A
AY505526.1 gg_id:101462 Halomonas variabilis str. GSP28

EU880513.1 gg_id:303578 Halomonas sp. str. P56

X92151.1 gg_id:51042 Lake Bogoria isolate 24B1

DQ001682.1 gg_id:157952 Microbial seeps asphalt seep clone B101-20

FJ978758.1 gg_id:373671 feces clone CL_F_464

FJ153012.1 gg_id:328530 Changes ly soil (Mexico) flooding alkaline saline soils former lake Texcoco clone TX4Cl
U85873.1 gg_id:8145 Halomonas variabilis str. SW48

GU397430.1 gg_id:531203 Halomonas sp. str. AAD14

FJ978750.1 gg_id:375726 feces clone CL_F_453

AB305246.1 gg_id:229538 Halomonas sp. str. Sa6-3XX

DQ128258.1 gg_id:200527 Unique Microbial Fluids Chinese Continental Scientific Drilling drilling fluid clone CCS
GU001901.1 gg_id:593434 Halomonas halophila str. PLD

EF143431.1 gg_id:188268 Halomonas aquamarina WP02-1-81

Fl444974.1 gg id:573554 Halomonas sp. str. whb28

EU722713.1 gg_id:352742 Halomonas salina str. SBC8

AJ306893.1 gg_id:33823 Halomonas variabilis str. DSM 3051

EU432575.1 gg_id:259254 Halomonas sp. str. 10043

Fl418176.1 gg_id:358381 Modicisalibacter sp. str. YIM 90637

FJ607360.1 gg_id:542842 Halomonas sp. str. SeaH-As8w

FJ152704.1 gg_id:321200 Changes ly soil (Mexico) flooding alkaline saline soils former lake Texcoco clone TX1A
AB305300.1 gg_id:231115 Chromohalobacter sp. str. Sa11-3XX

FN257741.1 gg_id:553188 Halomonas maura str. 5-31

AY952453.1 gg_id:114486 Halomonas sp. str. B12

GU397433.1 gg_id:523209 Halomonas sp. str. AAD2

GU166164.1 gg_id:579641 intestinal tract larvae (Musca domestica) direct cloning and sequencing genes whea’
FJ172099.1 gg_id:312851 Halomonas sp. str. SBC13

EU594554.1 gg id:271380 Pseudomonas fluorescens str. 2-4

FJ978736.1 gg_id:417685 feces clone CL_F_438

DQ280368.1 gg_id:143508 Halomonas sp. str. BH843

GU397429.1 gg_id:516866 Halomonas sp. str. AAD12

AY647309.1 gg_id:104617 Halomonas desiderata str. MSU3810

AF170753.1 gg_id:8146 Halomonas sp. str. Q55C9-11

EU159469.4 gg_id:240141 Halomonas taiwanensis str. Halo30-01

EF627999.1 gg_id:231117 Halomonas sp. str. P15

FJ172096.1 gg_id:317854 Halomonas sp. str. SBC16
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AB042501.2 17793 5209.5 2889.9 51559 6238.0 3345.7 168559
AF140007.1 8134 8995.5 3571.7 49341 8794.7 7577.1 44302
GU212635.1 559842 28394 2304.5 1825.1 1279.0 12285 1703.2
FJ978741.1 436100 8496.8 9027.9 4107.5 38794 61129 62776
GU001906.1 550587 1439 282.1 9285 7321 1103.3 2086.9
FJ152554.1 331625 4626.1 7853.8 5754.3 5517.0 13763.5 9019.3
AY505526.1 101462 775.6 109.2 109.2 541.3 18391 1743.0
EU880513.1 303578 5145.1 3593.3 35354 61244 5656.9 5361.8
X92151.1 51042 6127.7 5285.3 5057.7 65429 4713.1 4536.9
DQ001682.1 157952 547 1194 2027 1614 440.0 981.2
FJ978758.1 373671 9379.2 9659.5 8216.1 8364.0 13296.9 9446.4
FJ153012.1 328530 2028.9 1791.1 5240.3 2632.0 1803.3 20424
u85873.1 8145 9557.3 8326.2 54527 7840.5 8568.7 6809.7
GU397430.1 531203 9642.7 10169.6 8372.4 9979.6 12367.9 10857.0
FJ878750.1 375726 9688.9 6637.6 7508.9 7821.8 7977.8 679%4.1
AB305246.1 229538 1559.2 14131 27228 1891.2 2256.8 29718
DQ128258.1 200527 3378.9 3651.6 2126.7 29841 1097.9 3865.5
GUG01901.1 583434 2964.2 2552.0 4256.8 4804.9 8007.7 40149
EF143431.1 188268 504.8 939.2 7819 5317 14640 13185
Fl444974.1 573554 3366.3 3923.9 5497.7 39934 5807.7 6179.2
EU722713.1 352742 1546.6 24411 1834.1 21453 3447.6 3453.0
AJ306893.1 33823 2153 3921 783.2 2039 1839.7 17221
EU432575.1 259254 399.8 843.7 22998 8269 5570.3 2646.8
FJ418176.1 358381 1229.3 1463.1 30103 30664 4416.0 42435
FJ607360.1 542842 589.5 609.7 11649 1378.0 2094.2 19484
FJ152704.1 321200 2969.7 4170.3 52187 19108 7161.0 4774.9
AB305300.1 231115 8933 9793 23928 873.6 45619 1991.1
FN257741.1 553188 11924 1516.7 1793.8 1563.9 2491.0 33024
AY952453.1 114486 4634.0 5665.3 7424.2 6126.8 11828.9 12660.7
GU397433.1 523209 16362.7 17791.0 12030.4 12561.2 16201.9 13335.6
GU166164.1 579641 3306.3 3052.1 3437.1 45894 1935.7 28495
FJ172099.1 312851 6627.0 52816 71735 6583.0 7140.9 8198.7
EU594554.1 271380 1080.2 1800.8 3305.0 2457.1 1544.1 1200.3
FJ978736.1 417685 2288.7 2510.3 2415.1 3099.9 48245 50159
DQ280368.1 143508 3646.0 3974.0 3379.2 2567.2 4770.8 15194
GU397425.1 516866 10050.7 10061.7 8786.8 10248.7 13760.7 11284.5
AY647309.1 104617 2380.3 29827 3861.8 23217 23351 3682.1
AF170753.1 8146 6618.5 5067.5 3774.0 3797.7 5804.1 32498
EU159465.4 240141 3370.7 4566.5 8852.2 3428.7 9251.0 9788.3
EF627995.1 231117 1664.5 1302.0 9163 2653 2343 1805
F1172096.1 317854 1634.8 13229 1503.2 7855 13383 1375.2
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GU397428.1 gg_id:514707 Halomonas sp. str. AAD10

AJ515365.2 gg_id:101719 Halomonas campaniensis str. 5AG
F1444954.1 gg id:513000 Halomonas saccharevitans str. whb8
EU909458.3 gg_id:347570 Halomonas sp. str. Hwa

AM111020.1 gg_id:140975 Halomonas sp. str. 7018

AF054286.1 gg_id:8133 Halomonas campisalis str. ATCC 700597 4A
GU001898.1 gg_id:589958 Halomonas shengliensis str. PL16
DQ289060.1 gg_id:144478 Halomonas cf. campisalis 'campaniae’ HKS 3
AM110945.1 gg_id:139641 Bacillus subtilis B-3064

AF173968.1 gg_id:71016 Halomonas variabilis str. KT1111

FJ796247.1 gg_id:555230 Halomonas sp. str. JS46

EU822512.1 gg_id:317124 Halomonas xinjiangensis str. TRM 0175
EU447166.1 gg_id:272400 Halomonas sp. str. AGD 3

FJ152923.1 gg_id:351851 Changes ly soil (Mexico) flooding alkaline saline soils former lake Texcoco clone TX4Cl
GU252151.1 gg_id:591123 Halomonas sp. str. CC-SPL15-4
NR_027219.1 gg_id:571751 Halomonas axialensis str. Althf1; ATCC BAA-802
GU001886.1 gg_id:548230 Halomonas shengliensis str. PL207
FJ978688.1 gg_id:571906 feces clone CL_F 375

AM110934.1 gg_id:139678 Bacillus subtilis B-1190

AY922995.1 gg_id:153241 Halomonas phoceae str. CCUG 5096
GU217705.1 gg_id:583245 Halomonas sp. str. [jh-38

AJ294348.1 gg_id:75905 Halomonas variabilis HY-61

AB354933.1 gg_id:237271 Halomonas taeheungii str. NM5

FJ152888.1 gg_id:347546 Changes ly soil (Mexico) flooding alkaline saline soils former lake Texcoco clone TX4Cl
AM111019.1 gg_id:140888 Halomonas sp. str. 7017

AM110962.1 gg_id:140938 Halomonas sp. str. 2006

GU001905.1 gg_id:544868 Halomonas salifodinae str. PL43
AJ876735.1 gg_id:157900 Halomonas sp. PH1226

EU308357.1 gg_id:363386 Halomonas sp. str. TB1612

AF211860.1 gg_id:28015 Halomonas alimentaria str. YKJ-16

U85871.1 gg_id:8143 Halomonas variabilis str. SW04

EF157249.1 gg_id:255098 Microbial natural asphalts rancho la brea heavy oil seeps Rancho La Brea tar pits clon
EU684463.1 gg_id:289972 Halomonas venusta str. Kh-10-91
AM110954.1 gg_id:140937 Halomonas sp. str. 1013

DQ768627.1 gg_id:244318 Halomonas meridiana MARC4B

AJ306892.1 gg_id:38116 Halomonas subglaciescola str. DSM 4683
DQ458819.1 gg_id:156772 Halomonas sp. str. HS217

DQ129871.2 gg id:137560 Halomonas sp. LCKW-Isolate10A
F1764764.1 gg_id:552836 Halomonas sp. str. E-090

EU382220.1 gg_id:261457 Bacillus subtilis str. 15-2

AB069958.1 gg_id:67708 Halomonas sp. SK1
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GU397428.1 514707 5014.8 5504.2 8700.6 7301.1 10979.9 70423
AJ515365.2 101719 26.7 28.5 29.7 54.8 85.4 5115
Fl444954.1 513000 7243 1051.8 2165.3 2045.8 2068.3 2341.8
EUS09458.3 347570 11767.0 8983.0 11816.1 12194.2 11744.5 11523.9
AM111020.1 140975 10688.8 6249.1 6333.1 6931.0 11552.2 7158.7
AF054286.1 8133 215.0 317.0 2081 170.7 1812.0 12384
GU001898.1 589958 11288.1 11303.8 5355.2 8954.8 14688.9 12357.7
DQ289060.1 144478 839.9 508.0 1367.6 1986.8 925.3 5484
AM110945.1 139641 4727.9 2387.1 3369.8 3681.1 29143 42515
AF173968.1 71016 24295 2797.6 786.1 1858.1 2146 4740
F1796247.1 555230 6748.0 6595.3 6457.4 40089 4300.8 1567.3
EU822512.1 317124  252.7 4343 7249 1634 1950.3 1352.2
EU447166.1 272400 289.3 3905 800.7 945.2 1018.6 1766.5
FJ152923.1 351851 696.4 7059 4869 6482 60.6 1498.3
GU252151.1 591123 8239 882.3 18554 1662.7 5452.2 1862.2
NR_027219.1 571751 907.6 14904 1207.2 8491 5474 697.8
GU001886.1 548230 1862.2 1551.7 2583.4 2553.9 4877.2 2973.0
FJ978688.1 571906 462.7 7335 14159 7003 1703.9 2020.3
AM110934.1 139678 3625.7 47239 53217 4053.7 84099 8186.0
AY922995.1 153241 368.8 484.2 8658 563.2 3826 387.2
GU217705.1 583245 8669 740.8 1716.6 957.6 1486.5 461.3
AJ294348.1 75905 4208.0 3021.8 23323 21856 4981 9319
AB354933.1 237271 4631.3 36294 3403.9 2874.6 1580.2 2029.3
FJ152888.1 347546 3130.9 3582.8 2804.9 3808.1 3005.7 3280.5
AM111018.1 140888 3893.0 3265.7 6746.2 29653 22054 3601.7
AM110962.1 140938 18.1 19.4 20.9 57.8 69.7 24.4
GU0G01905.1 544868 3594.6 2352.9 35634 4224.5 1870.2 32144
AJ876735.1 157900 2465.1 1691.5 31484 2452.6 1626.3 3283.0
EU308357.1 363386 5456.7 3504.8 4929.8 57959 4322.8 4721.3
AF211860.1 28015 5651.0 6086.5 9815.8 6601.4 8904.4 8751.8
u85871.1 8143 29.3 47.0 99.8 59.7 93.5 76.4
EF157245.1 255098 2954 4626 9946 739.2 31211 14522
EU684463.1 289972 9503.8 7026.7 5516.4 8647.0 72854 8248.1
AM110954.1 140937 3466.9 43436 3376.7 4607.8 45413 4560.8
DQ768627.1 244318 5459.7 4359.3 37386 4463.6 77485 56214
AJ306892.1 38116 43.2 40.1 37.5 68.4 24264 64.5
DQ458819.1 156772 1023.2 11747 8421 1232.7 30719 1856.0
DQ129871.2 137560 5892.1 8937.2 3788.2 68053 11167.6 93246
F1764764.1 552836 2572.4 11355 1163.3 2477.2 1507.8 22335
EU382220.1 261457 2143.8 2320.1 35224 2458.2 5733.2 41589
AB069958.1 67708 2536.6 1668.0 2359.6 2923.6 55254 5522.2
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AJ430687.1 gg_id:217166 Halomonas glaciei

FJ231169.1 gg_id:329118 Halomonas sp. str. LI-NP1-1
GU001893.1 gg_id:571136 Halomonas shengliensis str. PL15
FN397896.1 gg_id:462928 Halomonas sp. str. CpA_b2b
AB166917.1 gg_id:102468 Halomonas sp. str. SYO J65
DQ270756.1 gg_id:142849 Halomonas sp. B-2049

X93493.1 gg_id:8136 Halomonas pantelleriensis str. AAP

EU540247.1 gg_id:285558 profile human microbiota antecubital fossa (inner elbow) skin clone nbt248a06

AY505528.1 gg id:101792 Halomonas variabilis str. GSP45
EU075119.1 gg_id:246266 Halomonas sp. str. CSQ5
AY669165.1 gg_id:102493 Halomonas venusta 0C-4
EU308351.1 gg_id:367476 Halomonas sp. str. FIB163_2
AY849802.1 gg_id:110100 Halomonas sp. 1230sf2
AY382579.2 gg_id:95058 Halomonas koreensis str. $S520
DQ270727.1 gg_id:144159 Halomonas sp. B-1037
DQ358666.1 gg_id:269110 Halomonas sp. str. YIM DKMY60
AM490136.1 gg_id:203382 Halomonas sp. str. IB-018
FJ984862.3 gg id:577434 Halomonas sp. str. YCSA28
AJ417388.1 gg_id:47371 Halomonas halocynthiae str. KMM 1376
EF442769.1 gg_id:206143 Halomonas salaria str. 5-3

AF212202.2 gg_id:40996 Halomonas neptunia str. Eplumel; ATCC BAA-805; CECT 5815; DSM 15720; CCM 7107

AF139993.1 gg_id:24119 Halomonas sp. str. ML-027
DQO15832.1 gg id:139755 Antarctic lake water clone ELB19-210
AY035894.1 gg_id:36784 Halomonas cupida str. Anl

FJ429198.1 gg_id:357869 Halomonas sp. str. JSM 078169

EU735712.1 gg_id:347232 Bioclogical Arsenic Remediation Project Groundwater Aquifer soil clone 2As2

EF554885.1 gg id:224888 Halomonas sp. str. G7

AM238662.1 gg_id:156944 Halomonas sinaiensis str. AloSharm
AM111093.1 gg_id:140764 Halomonas sp. str. 8059
EF628007.1 gg_id:231641 Halomonas sp. str. P24

EU624431.1 gg_id:284938 Halomonas aquamarina str. S6-07
EF121853.1 gg_id:177035 Halomonas shenglis str. SL014B-85T
AM110951.1 gg_id:140755 Halomonas sp. str. 1005
AY167282.1 gg_id:82157 Halomonas variabilis str. ANT9112
AJ616910.1 gg_id:99504 Halomonas organivorans str. G-16.1
GU397427.1 gg_id:522529 Halomonas sp. str. AAD1
EU447162.1 gg_id:262835 Halomonas sp. str. CH3

EF674852.1 gg_id:255434 Halomonas xinjiangensis str. YIM 91125
FJ973521.1 gg id:396322 Halomonas venusta str. NBSL13
X92148.1 gg id:113719 Crater Lake isolate 29C1

EF554886.1 gg_id:226570 Halomonas sp. str. G24
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Al430687.1 217166 1733.1 3368.6 2822.0 2106.5 28429 2192.2
FJ231169.1 329118 3377.1 2646.2 1835.0 998.7 1850.7 1512.1
GUC01893.1 571136 2860.6 2988.2 4929.3 37223 4441.7 345473
FN397896.1 462928 4052.7 5611.4 2859.1 3038.3 2352.0 26936
AB166917.1 102468 1904.2 2242.0 2866.0 23526 1581.2 243438
DQ270756.1 142845 4199.8 3637.7 4270.2 5259.7 2166.5 3326.3
X93493.1 8136 333.0 3379 755.3 11377 637.5 23896
EU540247.1 285558 3226.8 21505 33125 34174 2060.9 22223
AY505528.1 101792 3305 3655 3241 1507 1946.2 8513
EU075119.1 246266 2207.4 14437 2358.2 1907.7 1664.2 2835.1
AY669165.1 102493 1898.7 1207.5 868.9 5514 1469.9 4989
EU308351.1 367476 1354.9 960.0 1456.3 13623 3829.3 11255
AY849802.1 110100 155.8 2026 1105 933 193.0 170.2
AY382579.2 95058 2096.9 2761.8 5293.1 4464.0 4718.1 41794
DQ270727.1 144158 4258 3794 3055 6045 9543 755.2
DQ358666.1 269110 547.7 1921.8 4587.0 35316 2351.0 2216.1
AM450136.1 203382 1329.0 626.3 21099 17258 696.7 15825
FJ984862.3 577434 14454 1792.9 42454 2509.7 2945.3 48S86.7
Al417388.1 47371 446.1 338.7 2946 1103 83.0 2957
EF442765.1 200143  246.0 2325 2099 2725 5665 159.2
AF212202.2 40956 4627.6 3633.1 3568.8 2884.9 1588.0 2037.2
AF139993.1 24119 2440 3581 3839 2809 2343.1 11289
DQO15832.1 139755 523 62.7 134.1 94.0 153.8 1251
AY035894.1 36784 2057.4 2109.1 1945.0 25143 3163.4 2089.1
FJ429198.1 357869 5152.5 5624.0 4946.9 5880.0 5318.4 4105.3
EU735712.1 347232 894.5 10547 1231.8 581.2 4086.7 2350.9
EF554885.1 224888 810.6 8704 1282.0 892.6 1520.0 1550.0
AM238662.1 156944 1110.1 1330.3 2388.2 3525.8 16313 24316
AM111093.1 140764 7711 7685 11433 596.6 2787 5857
EF628007.1 231641 2773.2 22365 8134 2271 6181 5740
EU624431.1 284938 526.9 8129 11582 1137.0 684.8 1478.2
EF121853.1 177035 6242.1 7986.0 6240.1 3640.8 11586.4 5273.2
AM110951.1 140755 84.6 1341 2827 1454 582.8 497.8
AY167282.1 82157 33.2 1387 884.1 1308 1951 35738
AJ616910.1 99504 2467.0 1678.7 4989.8 4946.8 57719 4287.8
GU397427.1 522529 9365.0 7104.1 42264 9932.0 10680.8 88S53.6
EU447162.1 262835 11651.4 129747 8263.0 8759.2 14395.2 12296.2
EF674852.1 255434  144.2 2513 655.0 3119 476.2 1187.7
FJ873521.1 396322 3525.7 5264.6 3669.9 1655.2 3871.9 3807.9
X92148.1 113719 2954.3 129356 1670.3 1607.1 4365.8 2664.8
EF554886.1 226570 973.7 568.7 12069 1597.2 1138.2 13886
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GQ375779.1 gg_id:581670 Halomonas sp. str. D02

AM941746.1 gg_id:277216 Kushneria aurantia str. A10

DQ087259.1 gg id:132883 Salicola marensis 75a10

GU397403.1 gg_id:515060 Salicola marasensis str. W4B

DQ129689.1 gg_id:137579 Pseudomonas salina str. B2

GU397402.1 gg_id:522270 Salicola salis str. W7B

AF211871.1 gg_id:55625 Zymobacter palmae str. ATCC 51623

EU735693.1 gg_id:354231 archaeal structures oil contaminated and soils China pristine soil Jidong Qilfield clone
DQ072719.1 gg_id:134569 Halospina denitrificans str. HGD 1-3

D14555.1 gg_id:8114 Zymobacter palmae str. T109

AB021383.1 gg_id:8811 Pseudomonas halophila str. DSM 30507

EU305727.1 gg_id:340031 Pseudomonas sp. str. TBZ33

AY987840.1 gg_id:128215 Microbial Salterns Maras salterns clone 2B4

GQ375775.1 gg_id:564683 Chromohalobacter sp. str. BO2

EU308410.1 gg_id:368617 Halomonas sp. str. TB21 12

DQ641495.1 gg_id:215031 Chromohalobacter tunisiensis str. Lit 2

GQ246216.1 gg_id:578822 Kushneria sp. str. YCWA18

FJ463811.1 gg_id:580770 Chromohalobacter sp. str. ST307

Fl444986.1 gg_id:554249 Halomonas taeanensis str. whb40

EU735657.1 gg_id:309472 archaeal structures oil contaminated and soils China pristine soil Jidong Qilfield clone
DQ421388.1 gg_id:156429 Halotalea alkalilenta str. AW-7

EU487856.1 gg_id:568866 lucinid bivalve- symbiotic system: significance geochemical habitat on and gill symbic
EU487858.1 gg_id:570303 lucinid bivalve- symbiotic system: significance geochemical habitat on and gill symbi¢
EF508132.1 gg_id:241778 evidence unusual symbiont gills Acesta excavata bivalve gill specimen Ael 320 m def
AB054156.1 gg_id:48284 marine sponge clone HOC22

AB054159.1 gg_id:35099 marine sponge clone HOC25

FJ999614.1 gg id:420931 sponge Haliclona simulans South China Sea clone B96

EF379881.1 gg _id:216695 sea water Victoria Harbor (Hong Kong) area clone PC-FL10-68

EU799754.1 gg_id:306969 It's all ranking aquatic Newport Harbour Rl clone 1€227399

AM259847.1 gg_id:210420 Spatial sponge- Mediterranean Tethya aurantium sponge cortex clone TAA-10-33
AY907757.1 gg_id:137084 identification picoplankton contrasting waters Arabian Sea water clone A314008
AY907755.1 gg_id:137083 identification picoplankton contrasting waters Arabian Sea water clone A314005
DQ513029.1 gg_id:161219 Microbial life fluids ridge flank crustal fluid clone FS142-29B-02

EU287155.1 gg_id:243868 Pacific arctic surface sediment clone P13-62

EF572288.1 gg_id:228537 Coco's Island site 23 marine clone 523 387

DQ289914.1 gg _id:167947 Microbial Carbon and Nitrogen Cycling Sediments South Atlantic Bight Permeable Sk
EU979089.1 gg_id:329740 Effects intercropping Rhizobium inoculation on microbial biomass and rhizosphere b
EF574537.1 gg_id:239885 site S25 near Coco's Island marine clone 525 881

AM259920.1 gg_id:237509 Chondrilla nucula-specific sponge mesohyl clone CN46

AY386332.1 gg_id:98593 marine str. HTCC2089

EF061958.1 gg_id:181469 Xiamen China mangrove sediment clone XME25
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GQ375779.1 581670 546 180.7 1896 93.7 89.5 87.0
AM941746.1 277216  511.2 8416 1484.7 4181 1367.5 41014
DQ087259.1 132883 1920.5 1745.0 1676.7 1835.8 2551.2 2052.4
GU397403.1 515060 1482.4 34163 9455 6404 1308.8 27265
DQ129689.1 137579 2427.1 24546 3566.4 3372.2 4062.2 33123
GU397402.1 522270 2252.0 1749.7 1947.8 1957.1 2334.6 1950.9
AF211871.1 55625 2247 265.2 810.8 230.2 5150 796.1
EU735693.1 354231 1082.0 1943.8 2457.4 1265.1 2567.7 24029
DQ072715.1 134565 1905.5 2813.0 37373 21159.9 103373 6104.4
D14555.1 8114 4696.9 3485.5 50709 6201.8 6752.6 6108.8
AB021383.1 8811 1850.6 2780.6 3406.2 1798.9 4997.1 35145
EU305727.1 340031 2478.7 3756.5 43119 34337 9043.9 53926
AY987840.1 128215 45.2 65.2 1159 67.0 1213 32.9
GQ375775.1 564683 6306.2 6207.7 39855 54905 98757 7690.6
EU308410.1 368617 272.8 919.6 5475 4475 10605 665.9
DQ641495.1 215031 727.7 732.0 2520.8 726.0 1406.3 14416
GQ246216.1 578822 5904.4 52154 42183 41473 59144 61244
FJ463811.1 580770 33228 2273.9 1856.2 3322.2 3526.5 13727
Fl444986.1 554249 4119 12784 15442 755.2 3032.6 3413.7
EU735657.1 309472 1270.5 1591.1 1658.4 1141.2 3325.4 3003.3
DQ421388.1 156425 9153 1092.2 1851.8 580.4 1249.2 1646.8
EU487856.1 568866 728.8 642.1 7935 3672.8 1566.5 3030.0
EU487858.1 570303 5396 543.5 1030.1 9193 2576.0 1573.6
EF508132.1 241778 1675.6 24424 3353.4 17085 4315.8 2511.5
AB054156.1 48284 3987.8 5000.1 4005.0 2494.1 5160.3 4208.7
AB054155.1 35099 4451.2 5008.6 4700.2 4792.8 6268.2 6804.4
FJ899614.1 420531 6158.7 5453.8 6120.1 4935.7 9126.3 7147.7
EF379881.1 216695 2410.9 28185 4559.2 1818.1 1989.8 44955
EU799754.1 306969  773.3 930.1 1363.0 1872.6 4586.0 30384
AM255847.1 210420 2079.7 14436 1929.0 26454 1884.6 41245
AY907757.1 137084 1408.3 846.5 18094 19544 24556 28926
AY907755.1 137083 6148.4 4707.8 6062.3 71414 77253 8827.7
DQ513025.1 161215 1010.6 13274 4114 20256 864.4 197538
EU287155.1 243868 395.0 497.8 7455 4989 1399.7 13947
EF572288.1 228537 3299.4 13927 1908.5 1051.3 455.7 1010.3
DQ289914.1 167947 2242.6 1837.6 19855 4879 1405.2 121.7
EUS79089.1 329740 7123.5 81919 5288.3 4281.0 6830.5 5579.0
EF574537.1 239885 3473.3 2611.7 3197.8 2962.8 3746.0 2639.9
AM258920.1 2375098 86.5 1804 1784 2115 299.3 268.8
AY386332.1 98593 108.6 1405 164.7 783 3615 3422
EF061958.1 1814659 61.5 50.7 50.7 100.5 107.0 76.2
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FM242299.1 gg_id:336560 sequences sediment clone 29 T9d-oil

EU887784.1 gg_id:317155 and RFLP anaerobes Nisargruna biogas plant anaerobic digester clone 211ISN
AY212672.1 gg_id:104571 water 20 m downstream manure clone 224ds20

DQ354722.1 gg_id:152853 subsurface water clone DR550SWSAEE23

EU373830.1 gg_id:262549 southern Cretan margin {(eastern Mediterranean Sea) canyon and slope sediment clc
DQ351750.1 gg_id:146687 Microbial Adherent Sediment Particles Heavy Metal Contaminated North Sea Surfac
EF157250.1 gg_id:235311 Microbial natural asphalts rancho la brea heavy oil seeps Rancho La Brea tar pits clon
AY344367.2 gg_id:91272 Lake Kauhako 30 m clone K2-30-25

GU061024.1 gg_id:543804 Evaluation culturing methods cultivate previously Yel Sea intertidal beach clone SF2¢
GQ337269.1 gg_id:532913 Hydrography shapes biogeography deep Arctic Ocean water depth 428m clone CB1¢
GQ349203.1 gg_id:544164 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
FM242421.1 gg_id:315848 sequences sediment clone 18 T12d-oil

EU265950.1 gg_id:536666 transition and zone within near-shore anoxic basin: Nitinat Lake depth 20 m clone Ni
EU801454.1 gg_id:316013 It's all ranking aquatic Chesapeake Bay MD clone 3C002749

AB262385.1 gg_id:160146 Microbial Ishigaki-jima Island Japan sea water Ishigaki Port clone 1G-1-25
GQ259231.1 gg_id:514087 Microbial activities coastal marine sediments and column Svalbard deep water clone
EU592358.1 gg_id:583231 Seasonal changes Salton Sea hypersaline water clone SSW83Ap

EU050827.1 gg_id:246352 libraries sediment Kings Bay Svalbard Arctic clone SS1 B 06 91

EU491768.1 gg_id:263897 Abundance and microbial life ocean crust seafloor lavas East Pacific Rise clone EPR3¢
EU799676.1 gg_id:306629 It's all ranking aquatic Newport Harbour Rl clone 1€227304

GQ349449.1 gg_id:588121 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
AY907800.1 gg_id:137086 identification picoplankton contrasting waters Arabian Sea water clone A714013
EU803061.1 gg_id:332281 It's all ranking aquatic Northeast Colon Panama clone 4C230470

AY942761.1 gg_id:145162 but species richness marine sponge Cymbastela concentrica clone Cc044
EU544859.1 gg_id:264271 free-living particle- aggregate- archaeal and Laptev Sea >60 um size fraction (aggreg:
EU799735.1 gg_id:324875 It's all ranking aquatic Newport Harbour Rl clone 1C227378

AB526337.1 gg_id:546239 Spongiibacter sp. str. JAM-GA14

AM990674.1 gg_id:278054 culturable oligotrophic ocean (South Pacific Gyre) sea water

FJ889619.1 gg id:559242 Melitea sp. str. Z55-23

EF176580.1 gg_id:181920 Litincola lipolitica str. IMCC1097

FJ745130.1 gg_id:565326 Transporter genes expressed coastal response dissolved organic carbon surface wate
EU652550.1 gg_id:278194 Seasonal variation microbial Yel Sea sediment clone A85-109

AM930471.1 gg_id:275885 involved Tripneustes gratilla (Echinoidea) cloning and FISH host body wall lesions clc
AB006765.1 gg_id:8206 Marinobacterium jannaschii str. IFO15466

FN556570.1 gg_id:514502 Marinobacterium sp. str. JW3.2b

FJ202983.1 gg_id:326600 and White Plague Disease-Induced Changes Caribbean Coral Montastraea faveolata k
DQ219356.1 gg_id:142532 Marinobacterium sp. str. 2085(b)

EF190070.1 gg_id:193559 s Qinghai oilfield clone GSX3

AY563030.1 gg_id:100162 Marinobacterium halophilum str. Mano11

AJ843079.1 gg_id:114569 Marinomonas aquimarina str. 110M3 = CECT 5078

EU188448.1 gg_id:366487 Marinomonas sp. str. IVIA-Po-101

ED_004625A_00010987-16625



FM242299.1 336560 511.8 11446 17004 1267.7 3589.0 2799.3
EU8B87784.1 317155 734.8 1216.3 2957.6 7835 4693.0 5459.9
AY212672.1 104571 672.7 9335 1783.7 47131 1354.0 3974.6
DQ354722.1 152853 2359.2 2999.0 3946.2 42737 68415 72549
EU373830.1 262549 9041.3 10331.7 6081.4 9322.2 10176.0 10730.9
DQ351750.1 146687 455.8 45859 4074 249.0 1734 4490
EF157250.1 235311 3408.7 4051.0 2511.2 2376.6 5498.8 4578.8
AY344367.2 91272 3089.4 1830.0 460.8 3843.0 4434.0 14366
GU061024.1 543804 5848.4 7062.6 7112.6 6397.0 11287.4 12680.8
GQ337265.1 532913 7814 4605 699.2 561.1 483.0 3437
GQ349203.1 544164 578.1 1092.2 22534 1180.1 2010.8 2715.3
FM242421.1 315848 2308.2 2087.0 1970.2 2684.0 13614 223595
EU265950.1 536666 1045.3 1265.9 6316.3 2381.0 5098.3 244759
EUB01454.1 316013 7063.3 8129.6 10810.4 6283.0 13263.5 9947.6
AB262385.1 160146 6428.7 2068.3 10748.5 9050.2 73105 7787.7
GQ259231.1 514087 1785.1 1634.6 1221.3 3458.7 2558.2 25710
EU592358.1 583231 37245 3761.0 3418.2 4782.2 7120.1 6903.4
EU050827.1 246352 3939.9 41141 2817.3 55885 6769.5 5528.8
EU451768.1 263897 2173.2 2507.4 6284.9 45481 47394 34884
EU799676.1 306629 4826.0 6926.5 9141.4 6704.6 10008.8 10616.1
GQ349445.1 588121 7486.3 8659.1 9768.1 8210.3 12211.2 12041.8
AYS907800.1 137086 3509.6 3456.5 39311 4457.5 50221 47594
EU803061.1 332281 44.8 58.6 139.1 86.7 136.6 60.0
AY942761.1 145162 120.2 1253 136.0 108.6 85.0 2217
EU544859.1 264271 10881.1 6559.6 11774.1 11055.0 8025.5 7993.7
EU799735.1 324875 1207.2 21264 2522.0 1871.2 2837.3 36596.1
AB526337.1 546238 17446 1891.2 32274 2014.8 6563.6 6333.9
AM990674.1 278054  558.1 8457 13895 3549 1319.1 154459
F18859619.1 559242 25245 3130.3 5329.1 4526.6 7514.3 6766.8
EF176580.1 181920 21954 34645 4422 19554 2453.0 1049.4
FJ745130.1 565326 1408.8 17713 9361 4924 753.7 8385
EUB652550.1 278194  801.7 8265 863.2 650.0 1530.7 1546.0
AMS30471.1 275885 23.2 30.1 46.9 62.4 2373 58.3
AB006765.1 8206 65874 6943.0 45142 57146 6350.6 5068.5
FN556570.1 514502 42.8 1063 2446 100.2 8919 1279
FJ202983.1 326600 4865.7 35321 52585 45855 5668.2 37125
DQ219356.1 142532 1384.4 2585.8 4004.7 21232 6446.6 4400.7
EF190070.1 193559 88.1 1304 49.1 1049 1116 326.7
AY563030.1 100162 33515 42158 93195 5775.5 12630.1 7818.2
AJ843079.1 114568 990.3 7815 1602.1 12420 2259.9 2005.9
EU188448.1 366487 416.4 415.0 939.8 4325 5357.2 299438
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NR_028636.1 gg_id:582426 Marinomonas primoryensis str. KMM 3633

DQ403809.1 gg_id:150764 Marinomonas blandensis str. MED 121
EU195937.1 gg_id:248961 Marinomonas sp. str. P111

AJ238597.1 gg_id:8210 Marinomonas protea

EU722311.1 gg_id:354249 Marinomonas sp. str. $3-34

EF382680.1 gg_id:209816 Marinomonas sp. BSi20579 str. Bsi20579
DQ311094.1 gg_id:144989 Marinomonas sp. str. NJ548

DQ517862.1 gg id:160848 Marinomonas sp. str. BSi20385
AB074194.1 gg_id:52278 Marinomonas primoryensis str. KMM 3634

DQ421580.2 gg_id:208776 Salt Marsh Prokaryotes salt marsh clone SIMO-4215

AJ627909.1 gg_id:103719 Marinomonas ushuaiensis str. U1
AY539835.1 gg_id:101289 Marinomonas pontica str. 46-16
DQ011528.1 gg_id:120729 Marinomonas communis str. LMG 2864
DQ923437.1 gg_id:174575 Marinomonas sp. W-3

AB242868.1 gg_id:142302 Marinomonas sanya str. F128
AY730245.1 gg_id:101261 Marinomonas sp. M6-20A

AF321017.2 gg_id:30213 Marinomonas sp. GOBB3-320

EU188447.1 gg id:362695 Marinomonas sp. str. IVIA-Po-159
AJ717294.1 gg_id:105555 Marinomonas sp. str. BIK13
NR_029228.1 gg _id:554750 Marinomonas vaga str. 40; ATCC 27119
DQ676859.1 gg id:172752 Marinomonas sp. str. ASs2032
DQ007439.1 gg_id:124798 Marinomonas sp. str. BSi20101
EU427306.1 gg_id:274342 Marinomonas sp. MSI03

EU188443.1 gg id:359821 Marinomonas sp. str. IVIA-Po-145
EU188441.1 gg_id:362238 Marinomonas sp. str. IVIA-Po-185
DQ520888.1 gg id:161293 Marinomonas sp. str. BSi20461
DQ517876.1 gg_id:160773 Marinomonas sp. str. BSi20548
DQ537501.1 gg_id:160057 Marinomonas sp. str. BSi20388
AB098513.1 gg_id:75039 Marinospirillum insulare str. NB11
AB006769.1 gg_id:8111 Marinospirillum minutulum str. ATCC19193
AB006770.1 gg_id:8112 Marinospirillum megaterium

AB291228.1 gg_id:246798 Neptunomonas japonica str. JAMM 1610
F1889618.1 gg_id:544882 Neptunomonas sp. str. NF4-29
AB288092.1 gg_id:239047 Neptunomonas japonica str. JAMM 0745

AF053734.1 gg_id:8190 Neptunomonas naphthovorans str. NAG-2N-126

F1764762.1 gg_id:570916 Nitrincola sp. str. E-048
FJ973520.1 gg_id:440184 Nitrincola lacisaponensis str. NBSL11

AB006763.1 gg_id:8178 Oceanospirillum maris subsp. williamsae str. IF015468
AB0O06764.1 gg_id:8176 Oceanospirillum multiglobuliferum str. IFO13614
AB006761.1 gg_id:8184 Oceanospirillum beijerinckii subsp. pelagicum str. IFO13612

FJ403091.1 gg_id:367944 Disease- changes healthy and diseased colonies Caribbean coral Montastrea faveolat:
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NR_028636.1 582426 1367.5 1479.1 19264 2172.6 29429 1946.2
DQ403805.1 150764 67.8 130.6 1176 86.6 154.7 268.6
EU195937.1 248961  234.7 277.5 807.8 335.2 14139 6375
AJ238597.1 8210 988.2 1358.2 2317.7 33059 5449 14346
EU722311.1 354245 2313 366.6 7774 4457 5809 573.0
EF382680.1 209816 1072.3 25545 7620.0 3189.6 9880.8 96050.1
DQ311094.1 144985 191.0 286.8 1008.0 391595 14215 10359.7
DO517862.1 160848  817.7 14419 21053 18115 4180.7 3754.1
AB074154.1 52278 6114 5684 1658.4 1496.5 566.7 1188.3
DQ421580.2 208776  239.6 327.2 3875 1328 3339 1088.0
AJ627909.1 103715 1203 2450 4753 4374 7965 10304
AY539835.1 101285 2622.5 2866.2 3242.2 2579.1 35225 2504.7
DQ011528.1 120725 1219.6 1693.5 3006.0 1137.1 2348.9 3159.2
D0O923437.1 174575  225.3 406.2 5955 11023 2186 5859
AB242868.1 142302 4419 481.0 655.8 8517 12409 31459
AY730245.1 101261 2449.7 1680.8 18193 18645 5273 9174
AF321017.2 30213 9830.3 10456.6 5812.2 8672.1 14052.9 11883.7
EU188447.1 362695 2089.7 16S7.1 2542.0 878.6 1708.7 1920.3
Al717294.1 105555 8135 6251 2315.7 888.2 104.8 1334.2
NR_0259228.1 554750 22.7 45.8 63.1 62.5 286.7 1775
DQ676859.1 172752 4125 6393 768.7 10239 1008.7 750.2
DQO07439.1 124758 62.9 704 2182 89.5 10203 9343
EU427306.1 274342 154.0 2294 11864 6758 7973 8486
EU188443.1 359821 177.2 148.6 12846 306.6 108.2 2694
EU188441.1 362238 5092.7 3172.8 3499.7 3073.8 75055 32222
DQ520888.1 161293 572.2 8535 14655 13785 3847.8 2999.0
DQ517876.1 160773 2136.2 2032.8 4113.9 2075.6 6264.6 38733
DQ537501.1 160057 46113 62464 32803 46424 6068.9 6092.3
AB098513.1 75039 1727.1 1698.4 4058.6 2354.8 2418.8 3259.0
AB006765.1 8111 3836.6 2174.0 3750.3 40219 6050.3 7207.7
AB006770.1 8112 93.0 389.6 1220.1 5934 243.2 567.1
AB291228.1 246798  523.7 8519 18583 4471 447.0 806.9
FJ889618.1 544882 788.0 7915 4230.7 519.3 1596.3 2560.6
AB288092.1 239047 1818.6 1283.1 1447.1 10743 27735 17322
AF053734.1 8190 7259 791.0 946.0 888.3 2367.1 1390.4
F1764762.1 570916 2633.4 1377.8 2062.7 1982.6 4661.8 3609.2
FJ973520.1 440184 6443.7 6336.7 4765.8 5693.6 8951.6 8757.8
AB006763.1 8178 5189 4758 14815 730.2 25847 17426
AB006764.1 8176 3584.0 3320.4 3905.8 4181.4 7255.6 54397
AB006761.1 8184 667.9 1569.7 23288 86%.4 1797.9 25509
FJ403091.1 367944  786.5 830.3 1946.7 1070.3 4649.0 1659.0
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AB435650.1 gg_id:461486 Oceanobacter sp. str. 1014

AB006767.1 gg_id:8201 Oceanobacter kriegii str. IFO15467

AM©930467.1 gg_id:272107 involved Tripneustes gratilla (Echinoidea) cloning and FISH host body wall lesions clc
EF648125.1 gg_id:238098 dynamics during produced water treatment aerobic activated sludge clone X146
DQ071156.1 gg_id:134464 marine surface water clone Surf1.32

FJ403082.1 gg_id:364829 Disease- changes healthy and diseased colonies Caribbean coral Montastrea faveolat:
EF648167.1 gg_id:254655 dynamics during produced water treatment aerobic activated sludge clone XJ137
GQ426888.1 gg_id:592739 Thalassolituus sp. IMCC1826 str. IMCC 1826

AJ302699.1 gg_id:20487 Oceanospirillum sp. ME101

EU980447.1 gg_id:326525 Oleispira sp. str. DFH11

EU236351.1 gg_id:298239 Haliclona gellius: sponge and symbionts 13 m depth Pacific Ocean clone Hg91A7
EU050832.1 gg_id:244721 libraries sediment Kings Bay Svalbard Arctic clone SS1 B 09 46

AJ426421.1 gg_id:47332 Oleispira antarctica str. RB-9

AY577900.1 gg_id:105462 roots new deep sea polychaete (Osedax frankpressi gen n. sp. novum) clone BoneC3
DQO06761.1 gg id:161773 and marine microorganisms Antarctic sea ice lower 10 cm clone AntCL3E3
EUQ050834.1 gg_id:236381 libraries sediment Kings Bay Svalbard Arctic clone SS1_B 02 57

GQ349742.1 gg_id:587033 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
AY697896.1 gg_id:101312 Antarctica clone F3C18

AY922202.1 gg_id:114064 whalefall clone 131636

GU391221.1 gg_id:516971 Thalassolituus sp. str. JYr12

EF468717.1 gg_id:221209 Marinobacterium marisflavum str. IMCC4074

DQ206422.1 gg_id:140325 microbial mediates arsenate reduction soda lake water clone ML-5-4

DQ279852.1 gg_id:142469 Marinomonas sp. str. Y5

AY967730.1 gg_id:115234 Influence starvation ozone and selected isolates on survival southern Jasus edwardsi
FN377729.1 gg_id:593776 Marinobacterium sp. RS-21

AY549003.2 gg_id:101658 marine bone clone sacC13A1

EF379568.1 gg _id:206232 sea water Victoria Harbor (Hong Kong) area clone VH-PA5-10

EF422409.1 gg_id:213472 Marinospirillum sp. str. ANL-isoa

GU291323.1 gg_id:589506 Anaerobic sulfide-oxidizing couple acidification and nitrogen cycling heavy metal we
EU544727.1 gg _id:262299 free-living particle- aggregate- archaeal and Laptev Sea 0.22-1.0 um size fraction (fre
NR_024654.1 gg_id:541001 Pseudospirillum japonicum str. ATCC 19191

FJ628206.1 gg_id:555032 transition and zone within near-shore basin: brackish water anoxic fjord Nitinat Lake «
FJ403057.1 gg_id:364908 Disease- changes healthy and diseased colonies Caribbean coral Montastrea faveolat:
AM747817.1 gg_id:311032 Oceaniserpentilla haliotidis

AY136131.2 gg id:155199 Oceanobacter sp. str. RED65

FJ202960.1 gg_id:353341 and White Plague Disease-Induced Changes Caribbean Coral Montastraea faveolata k
GQ131677.1 gg_id:376032 Neptuniibacter sp. str. antisso-13

AY549004.2 gg_id:101822 marine bone clone Osedax_sym1

AY549002.2 gg_id:101490 marine bone clone sacC13A2

AF140000.1 gg_id:8195 Oceanospirillum sp. str. ML-158

AF140002.1 gg_id:27457 Oceanospirillum sp. str. ML-165

ED_004625A_00010987-16637



AB435650.1 461486 1600.8 991.4 2201.3 1494.9 2267.9 15940.0
AB006767.1 8201 1019.3 1156.5 2759.5 1656.7 6207.9 2579.8
AMS30467.1 272107 1470.4 1101.2 1598.8 1288.0 2104.2 1888.9
EF648125.1 238098 3722.9 46694 22581 2367.2 5208.2 5004.0
DQO071156.1 134464 1795.8 1546.8 2070.7 17354 2944.2 2407.8
FJ403082.1 364829 5385.0 45893.6 3741.0 6800.4 80059 40894
EF648167.1 254655 6426 3348 7858 6435 3270 219.2
GQ426888.1 592739 3956 652.8 1678.8 3214 48175 17295
AJ302659.1 20487 5909.8 5709.9 7132.0 6003.4 9565.8 7055.6
EU980447.1 326525 1689 4334 9988 7683 764.8 20139
EU236351.1 298239  936.0 13945 1824.4 1664.1 48174 35534
EU050832.1 244721 6059.1 2602.2 44240 68325 9208.2 38989.7
Al426421.1 47332 1636.9 1701.2 1656.5 2139.5 3829.0 3062.7
AY577900.1 105462 3283.3 1703.9 3057.6 2529.5 2800.6 3218.0
DQS06761.1 161773 2624.9 4141.8 2529.4 2567.1 4264.8 4199.0
EU050834.1 236381 2347.7 30421 1315.0 16488 18711 31713
GQ349742.1 587033 16754 14354 28845 1556.6 18158 33944
AY697896.1 101312 1207.3 2540.7 2331.7 2717.4 5597.3 44251
AY922202.1 114064 881.6 4758 492.0 11104 2098.9 1756.5
GU391221.1 516971 1766.9 2939.1 4242.6 34395 53424 37845
EF468717.1 221209 23.6 42.6 68.4 88.7 78.6 47.8
DQ206422.1 140325 370.7 3249 8339 4240 4973 667.8
DQ279852.1 142465 460.1 984.1 1120.7 863.7 1397.7 1302.7
AY967730.1 115234  426.2 519.8 870.2 4847 2235.8 1683.1
FN377729.1 593776 1564.1 2730.0 3472.2 2309.3 12317.9 43219
AY549003.2 101658 6942.2 7809.5 6011.3 8610.5 9789.0 7506.6
EF379568.1 206232 39.3 45.8 106.6 76.0 100.6 86.1
EF422405.1 213472 3857.1 5349.1 19914 3066.3 48116 58574
GU291323.1 589506 176.6 478.6 602.1 246.4 2027 6574
EU544727.1 262299 2518.9 21831 1343.0 24195 32123 3418.1
NR_024654.1 541001 1558 2995 217.7 1886 2713 3115
F1628206.1 555032 3525 791.2 1455.0 6399 947.1 1000.7
FJ403057.1 364908 16511.9 16757.3 13825.7 12118.7 14433.4 134442
AM747817.1 311032 1142 4018 363.0 2085 16904 1717.7
AY136131.2 155199 30.0 87.0 56.7 62.9 63.7 32.2
FJ202960.1 353341 56.0 139.1 2609 229.0 1515 2814
GQ131677.1 376032 337.5 6121 13485 6854 2661.3 39413
AY549004.2 101822 163.0 2246 5581 319.1 39.9 54538
AY545002.2 101450 6125.7 5330.1 5466.2 6028.1 6654.0 6815.9
AF140000.1 8195 2837.6 3895.5 4065.1 47189 75813 6189.1
AF140002.1 27457 2106 1416 4819 3074 550.4 3966.3
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NR_028788.1 gg_id:579521 Marinospirilum alkaliphilum str. Z4; JCM 11312

EF067915.1 gg_id:245142 endolithic microbes marine basalts aerobic enrichment s innoculated basalt Brown Bs
AM©930473.1 gg_id:274407 involved Tripneustes gratilla (Echinoidea) cloning and FISH host body wall lesions clc
GQ349823.1 gg_id:569636 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ349756.1 gg_id:561025 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
DQ123914.1 gg _id:154336 Oceanrickettsia ariakensis

DQ015830.1 gg_id:139543 Antarctic lake water clone ELB19-203

GU061314.1 gg_id:578191 Evaluation culturing methods cultivate previously Yel Sea intertidal beach seawater .
FM242233.1 gg_id:333373 sequences sediment clone 26 TOh-oil

FJ717225.1 gg_id:554141 L. Bioturbated Mesocosm marine sediment Cullercoats Northumberland United Kingc
NR _025432.1 gg_id:537713 Oleiphilus messinensis str. ME102; DSM 13489

EF067910.1 gg_id:251507 endolithic microbes marine basalts aerobic enrichment s innoculated basalt Brown Bi
AY007676.1 gg_id:26630 marine isolate NOR5

GU118892.1 gg_id:542707 Threatened Corals Provide Microbial Habitats clone Past_M04

EU707294.1 gg_id:336455 sulfur oxidizing Wadden Sea sediments Janssand intertidal sandy sediment 0 2 cm de
DQ330945.1 gg_id:159205 Guerrero Negro hypersaline microbial mat clone 0502266

AMB882556.1 gg_id:337698 Structure along hydrocarbon contamination coastal sediment cil polluted water pet
DQ330798.1 gg_id:159069 Guerrero Negro hypersaline microbial mat clone 02D2251

EU707308.1 gg_id:354827 sulfur oxidizing Wadden Sea sediments Janssand intertidal sandy sediment 0 3 cm de
EF632657.1 gg_id:235343 Unique microbial contrasting aquatic altitude Andean Altiplano {northern Chile) sedir
EU707317.1 gg_id:350845 sulfur oxidizing Wadden Sea sediments Janssand intertidal sandy sediment middle fl;
EU161717.1 gg_id:255918 Haliea rubra str. CM41_15a

EF632658.1 gg_id:236929 Unique microbial contrasting aquatic altitude Andean Altiplano (northern Chile) sedir
AY386339.1 gg_id:96871 marine str. HTCC2080

AAVV01000015.1 gg_id:190442 marine str. HTCC2080

NZ_AAVT01000006.1 gg_id:189314 marine str. HTCC2143

GU230327.1 gg_id:589757 Multilevel approach along Rio de la Plata-South Atlantic Ocean coastal water clone £
EU544810.1 gg_id:275233 free-living particle- aggregate- archaeal and Laptev Sea 1.0-60 um size fraction ( susf
DQO09134.1 gg_id:126508 bacterioplankton clone SPOTSAPRO1 _5m162

EU700144.1 gg_id:295036 Study on Shantou Bay Marine Sediments Microorganisms sediment clone STU2
AB015519.1 gg_id:8181 deep-sea sediment clone BD1-7

EU394576.1 gg_id:335051 Coccolithophore bloom dynamics shape (NE-Atl) northern Bay Biscay pelagic particle
EU491036.1 gg_id:262064 Abundance and microbial life ocean crust seafloor lavas Loi'hi Seamount South Rift X
EU491078.1 gg_id:273214 Abundance and microbial life ocean crust seafloor lavas Loi'hi Seamount South Rift X
EU491056.1 gg_id:262397 Abundance and microbial life ocean crust seafloor lavas Loi'hi Seamount South Rift X
EF379800.1 gg_id:206237 sea water Victoria Harbor {(Hong Kong) area clone PC-PA11-51

FN396694.1 gg_id:549550 constant flux thermopbhilic cold seabed Arctic marine surface sediment clone s5 0 V
AMB882531.1 gg id:338117 Structure along hydrocarbon contamination coastal sediment oil polluted water pet
FJ203132.1 gg_id:351157 and White Plague Disease-Induced Changes Caribbean Coral Montastraea faveolata ¢
GU061619.1 gg_id:578346 and function microbial mesoscale eddy perturbations South China Sea clone CE2-DC
FJ717243.1 gg_id:536934 L. Bioturbated Mesocosm marine sediment Cullercoats Northumberland United Kingc
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NR_028788.1 579521 14315 18019 2519.7 831.7 19929 736.1
EF067915.1 245142  338.2 4317 17411 7489 4981.8 1383.2
AMS30473.1 274407 1739.2 2098.5 2580.0 1187.0 1538.7 2187.8
GQ349823.1 569636 6568.6 6446.3 10268.3 9685.8 9704.9 5639.7
GQ349756.1 561025 1908.3 1739.4 20369 5027.3 2717.7 3376.2
DQ123914.1 154336 52.8 527 3145 106.8 1404 67.0
DQ015830.1 139543 477.6 467.7 1631.0 2199.8 955.9 8747
GUG61314.1 578191 92347 6751.7 7707.4 8086.2 9377.0 85614
FM242233.1 333373 1670.1 1986.9 4287.4 2633.7 5705.7 33456
F1717225.1 554141 863.3 1296.6 3926.5 22846 1749.2 22705
NR_025432.1 537713 1582 3016 4841 199.2 11725 535.2
EF067510.1 251507 44589.5 408974 62347 6757.5 6042.7 5037.8
AY007676.1 26630 2519 5482 8105 3216 7958 12947
GU118892.1 542707 57244 4916.0 9308.1 10200.5 5500.8 6404.0
EU707294.1 336455 2493 328.0 4428 1633 1236 9194
DQ330945.1 159205 1487.8 1839.3 3793.3 4562.7 5279.6 417438
AM882556.1 337698 3616 963.5 7976 12854 1741.8 1668.9
DQ330798.1 158065 1964.7 2757.8 4531.1 1859.7 7013.7 48725
EU707308.1 354827 2953.1 2545.0 4448.7 2487.6 34916 3683.0
EF632657.1 235343 3540.6 2875.0 4450.0 31834 49324 3576.1
EU707317.1 350845 115966.3 8811.1 10752.7 10865.0 14505.7 12993.9
EU161717.1 255918 3718.8 34265 4656.1 6931.7 4666.4 4574.6
EF632658.1 236929  125.0 535.0 22795 1050.8 2240 652.7
AY386339.1 96871 2818.3 2371.6 3322.0 20785 3805.3 4507.8
AAVV01000015.1 190442 1206.3 1548.8 1705.7 1377.8 3012.2 3738.1
NZ_AAVT01000006.1 189314 107.8 1106 1135 759.1 73.4 60.7
GU230327.1 589757 2100.0 1734.0 2802.3 3618.7 4298.9 29819
EU544810.1 275233 4219.2 41315 5265.7 8400.2 73484 5328.2
DQO09134.1 126508 2246.0 2045.6 48704 3803.4 4960.0 2791.7
EU700144.1 295036 7690.4 7337.1 9820.6 6630.4 7907.2 6351.3
AB015515.1 8181 26.5 36.2 69.0 723 78.5 92.1
EU394576.1 335051  132.8 4174 7351 189.7 14655 1700.7
EU491036.1 262064 5409 5246 856.2 672.7 657.8 6309
EU491078.1 273214 2706 3816 5347 328.0 1879.7 2198.6
EU491056.1 262397 8185 569.6 2159.4 1349.7 12317 834.0
EF379800.1 206237 4701.5 4036.8 3858.6 6611.3 5293.9 274338
FN3966594.1 549550 6723.2 5660.8 98759 7999.6 44544 69094
AMS882531.1 338117 1753.5 1493.7 4928.0 3020.1 1291.1 25815
FJ203132.1 351157 3704.0 5375.0 6524.7 5878.2 8763.6 70535
GuU061619.1 578346 4846.9 5254.5 64159 5846.1 6327.4 6039.2
F1717243.1 536934 13259 1788.8 2634.2 1645.0 864.6 1625.3
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EU244006.1 gg_id:357193 16SrRNA probes river Leine sediment clone sls1121

AM997955.1 gg id:570446 and biogeography deep-sea surface sediments South Ocean Atlantic Ocean:South-A
EU491047.1 gg_id:265525 Abundance and microbial life ocean crust seafloor lavas Loi'hi Seamount South Rift X
EU592383.1 gg_id:553196 Seasonal changes Salton Sea hypersaline water clone SSW145N

FN398053.1 gg_id:592957 Haliea sp. str. 7SM29 = CECT 7447

DQ513020.1 gg_id:159939 Microbial life fluids ridge flank crustal fluid clone F§142-64B-02

EU544827.1 gg_id:277594 free-living particle- aggregate- archaeal and Laptev Sea 1.0-60 um size fraction ( susf
GQ348262.1 gg_id:563632 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GU118865.1 gg_id:579784 Threatened Corals Provide Microbial Habitats clone Mfra_M11

EU652555.1 gg_id:279539 Seasonal variation microbial Yel Sea sediment clone D85-18

EU236417.1 gg_id:302021 Haliclona gellius: sponge and symbionts 13 m depth Pacific Ocean clone Hg92F9
EF123465.1 gg_id:241462 Microbial disease microbial mats on Siderastrea siderea three regions wider Caribbe:
GQ347825.1 gg_id:563082 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
EF471467.1 gg_id:258367 Fast Screening and Estuarine Operon Libraries whole surface water Chesapeake Bay ¢
AM990941.1 gg_id:540228 along Egyptian Mediterranean coast mediterranean coastal waters 500 offshore 0.5
EF123461.1 gg_id:245864 Microbial disease microbial mats on Siderastrea siderea three regions wider Caribbec
EU287241.1 gg_id:246295 Pacific arctic surface sediment clone $11-58

EU544811.1 gg_id:265700 free-living particle- aggregate- archaeal and Laptev Sea 1.0-60 um size fraction ( susf
GU061614.1 gg_id:552256 and function microbial mesoscale eddy perturbations South China Sea clone CE2-DC
EU544826.1 gg_id:273002 free-living particle- aggregate- archaeal and Laptev Sea 1.0-60 um size fraction ( susf
AY693815.1 gg_id:102960 anaerobic sludge clone EUB3

DQ396099.1 gg_id:150972 deep-sea octacoral clone ctg_NISAAQOS

AF468388.1 gg_id:80239 Arctic sea ice ARK10038

FJ905759.1 gg_id:510210 s Tonga-Kermadec iron oxide sediments Volcano 1 Tonga Arc clone V1F161b
DQ351747.1 gg_id:150492 Microbial Adherent Sediment Particles Heavy Metal Contaminated North Sea Surfac
EU491750.1 gg_id:272039 Abundance and microbial life ocean crust seafloor lavas East Pacific Rise clone EPR3¢
EU050825.1 gg_id:251646 libraries sediment Kings Bay Svalbard Arctic clone 551 _B 07 55

AY386336.1 gg_id:96552 marine str. HTCC2223

EU010139.1 gg_id:235473 Biogeography Singapore seawaters seawater clone B24

DQO70803.1 gg_id:149537 Prokaryotic Structures Seafloor Basalts Varying Age and Juan de Fuca Ridge basalt gl
AB294961.1 gg_id:219188 -dependent & analyses hydrothermal system off Taketomi Island Japan microbial me
EU707310.1 gg_id:320148 sulfur oxidizing Wadden Sea sediments Janssand sediment -490cm clone JS9_43
AB476262.1 gg_id:561798 Compositional and functional transition epibiotic microbial hydrothermal vent galatk
GQ347899.1 gg_id:555942 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
AM259790.1 gg_id:216671 Spatial sponge- Mediterranean Tethya aurantium sponge endosome clone TAI-8-20
EU491031.1 gg_id:271029 Abundance and microbial life ocean crust seafloor lavas Loi'hi Seamount South Rift X
GQ249557.1 gg_id:555216 Microbial anaerobic sediments Bay Cadiz (Spain) marine sediment: 12-14 cm layer cl
EU544829.1 gg_id:273948 free-living particle- aggregate- archaeal and Laptev Sea 1.0-60 um size fraction ( susf
FJ203170.1 gg_id:333574 and White Plague Disease-Induced Changes Caribbean Coral Montastraea faveolata ¢
DQ009135.1 gg_id:121881 bacterioplankton clone SPOTSAPR0O1_5m185

FJ205329.1 gg_id:544776 Prokaryotic deep-sea hydrothermal region East Lau Spreading Centre deep marine se
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EU244006.1 357193 800.4 888.7 1080.0 1140.8 1363.8 11410
AM997955.1 570446  380.3 701.8 6852 305.2 2277 6220
EU461047.1 265525 2609.3 30225 17709 1917.7 5997.9 3637.9
EU592383.1 553196 454 1155 1233 725 1713 59.0
FN398053.1 592957 7440.5 7566.3 2408.6 4133.0 4859.1 4587.1
DQ513020.1 158935 4830.1 34820 2649.2 3658.0 2388.2 2256.5
EU544827.1 277594 5997.6 6198.8 74134 6166.8 10680.5 67359.9
GQ348262.1 563632 5063.9 37823 6113.6 7470.8 11662.2 7707.5
GU118865.1 579784 6419.2 3623.6 33125 3893.4 35857.2 46014
EU652555.1 279539 172.0 655.2 1586.9 1237.2 11221 12110
EU236417.1 302021 649.6  553.3 15459.1 12371 14303 2315.2
EF123465.1 241462 2637.7 33113 4367.2 27921 7107.5 5348.0
GQ347825.1 563082 4087.6 3874.5 3915.0 6840.0 4388.0 41739
EF471467.1 258367 1722.3 2469.1 22386 15769 3562.2 5814.8
AMSS0941.1 540228 2666.6 2047.9 5848.7 38254 4350.8 4588.1
EF123461.1 245864 2089.1 2166.8 1362.7 2527.4 3560.9 3302.7
EU287241.1 246295 7245 901.8 22816 8884 10926 7387
EU544811.1 265700 5807.3 27244 7685.8 6738.2 7036.4 54228
GuU061614.1 552256 22741 1021.0 1206.0 1394.8 6052.2 3584.1
EU544826.1 273002 6640.4 59927 7398.1 76274 7988.6 67244
AY693815.1 102560 287.3 253.8 1311 2025 3505 914.1
DQ396099.1 150972 4627.0 3127.3 37085 43592.7 5111.7 4570.0
AF468388.1 80239 9145 14322 17545 1005.7 4067.1 27234
FJ905755.1 516210 12539 1161.0 22025 18425 312.2 9781
DQ351747.1 150492  753.7 1085.1 1034.6 967.7 1649.3 1518.1
EU491750.1 272039 2113.7 3667.2 5934.8 5836.3 7400.4 6736.3
EU050825.1 251646  465.6 8374 14369 1618.1 5517.2 38364
AY386336.1 96552 18584 1968.8 28894 1725.8 3347.7 38085
EU010139.1 235473 2265.5 2245.0 1491.8 12967.8 2534.2 2977.2
DQO70803.1 148537 3766.6 50255 1733.7 2637.2 3633.8 5187.2
AB294961.1 219188 5044.1 3785.7 4827.7 3090.7 2448.2 5962.9
EU707310.1 320148 2769.4 2661.3 2836.8 25834 4999.2 418159
AB476262.1 561798 6206.9 5659.3 3688.5 6236.6 7369.9 6962.5
GQ3478599.1 555942 10916.8 9671.9 8464.5 8627.2 14874.8 10668.5
AM255790.1 216671 1963.9 2521.8 3890.2 23845 3865.8 4864.8
EU451031.1 271029 77.6 86.0 330.8 159.89 7241 4174
GQ249557.1 555216 1049 4430 8218 1614 1274 5108
EU544829.1 273948 2874.3 15144 20509 5664.8 1921.1 5611.2
FJ203170.1 333574 6805.0 9398.3 1151.0 3821.0 2358.1 2437.2
DQO09135.1 121881 34323 31994 3463.3 45116 62679 57929
FJ205325.1 544776 3428 652.3 3361.7 1237.3 65655 1489.8
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GQ261773.1 gg_id:537571 shifts taxa and response localized organic loading deep sea sediment whale falls cloi
AY386334.1 gg_id:97734 marine str. HTCC2148

EU491062.1 gg_id:271257 Abundance and microbial life ocean crust seafloor lavas Loi'hi Seamount South Rift X
EU652559.1 gg_id:278975 Seasonal variation microbial Yel Sea sediment clone D8S-33

GU061452.1 gg_id:593389 and function microbial mesoscale eddy perturbations South China Sea clone CE1-DC
FJ203235.1 gg_id:320209 and White Plague Disease-Induced Changes Caribbean Coral Montastraea faveolata ¢
AY771747.2 gg_id:141002 Arctic Pseudomonas fluorescens clone SE12

AM997950.1 gg_id:575798 and biogeography deep-sea surface sediments South Ocean Atlantic Ocean:South-A
EU491383.1 gg_id:261733 Abundance and microbial life ocean crust seafloor lavas Hawai'i South Point X3 clone
GQ347513.1 gg_id:542803 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
FJ202535.1 gg_id:320618 and White Plague Disease-Induced Changes Caribbean Coral Montastraea faveolata k
EUB52558.1 gg id:278702 Seasonal variation microbial Yel Sea sediment clone B8S-55

AM997517.1 gg_id:563606 and biogeography deep-sea surface sediments South Ocean Atlantic Ocean:South-A
EU491037.1 gg_id:272117 Abundance and microbial life ocean crust seafloor lavas Loi'hi Seamount South Rift X
EU544821.1 gg_id:259019 free-living particle- aggregate- archaeal and Laptev Sea 1.0-60 um size fraction ( susf
AY498633.1 gg_id:103771 Piscirickettsia salmonis IRE-91A

AF452607.1 gg_id:55809 hypersaline Mono Lake clone ML310M-42

AF507823.1 gg_id:62733 Mono Lake at depth 17.5 m station 6 July 2000 clone ML617.5J-3 protecobacterium
DQ403810.1 gg_id:154488 Reinekia blandensis str. MED 297

AJ561121.1 gg_id:87543 Reinekea marinisedimentorum str. DSM 15388

GQ456131.1 gg_id:578010 Reinekea sp. IMCC4489 str. IMCC 4489

GQ348323.1 gg_id:570256 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ441232.1 gg_id:578562 and dynamic mat present vs. active nitrogen-fixing microorganisms marine microbia
GQ441197.1 gg_id:532996 and dynamic mat present vs. active nitrogen-fixing microorganisms marine microbia
EF177670.1 gg_id:175318 Saccharospirillum sp. str. Y25

GQ250189.1 gg_id:545665 Saccharospirillum sp. IMCC4453 str. IMCC 4453

GQ345694.1 gg_id:580178 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
AB193953.1 gg_id:108916 deep-sea vent clone Sd-EB0O2

AB499797.1 gg_id:573269 microbial hydrothermal vent and seep sponges-- thioautotrophic Japan:Sumisu Calde
GQ345482.1 gg_id:590055 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
AB278146.1 gg_id:185252 hydrothermal vent prokaryotes trapped 0.2- and 0.1-micro-m-filtrates obtained Mar
GQ346343.1 gg_id:550034 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
AB479080.1 gg_id:454474 Calyptogena nautilei symbiont

EU403436.1 gg_id:275217 Calyptogena ponderosa endosymbiont 6

AB112462.1 gg_id:90596 Suiyo Seamount hydrothermal plume clone SUP05-30

GQ345480.1 gg_id:553479 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
DQ009465.1 gg_id:126024 bacterioplankton clone SPOTSMAY03_890m6

AB176400.1 gg_id:193967 Microbial Hydrothermal System Suiyo Seamount on zu-Ogasawara Arc vent area wa
GQ345679.1 gg_id:543537 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ346517.1 gg_id:558448 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ346038.1 gg_id:536500 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
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GQ261773.1 537571 951.8 1290.0 1747.0 21945 10114 1378.0
AY386334.1 97734 2141.7 2091.2 3084.9 3303.9 35849 30914
EU451062.1 271257 3014 5355 13792 8834 15150 1261.0
EU652559.1 278975 12614.0 10737.1 71146 9776.3 9496.4 7673.3
GuU061452.1 593389 2972.1 2685.0 3313.7 2137.3 6417.0 56815
FJ203235.1 320209 1788.0 1551.7 21215 30103 7683.2 447473
AY771747.2 141002 35.8 42.3 39.6 65.2 73.7 35.8
AMS975950.1 575798 3725.2 39344 41734 4459.8 63821 71754
EU461383.1 261733 9816.0 8400.6 4269.3 8058.5 4686.0 5467.1
GQ347513.1 542803 2171.8 18223 2676.9 3055.3 7799.0 61309
FJ202535.1 320618 524.2 879.8 9526 396.6 3936.8 24476
EU652558.1 278702 2327.5 2220.8 2706.5 15649 4417.8 2676.5
AM997517.1 563606 3986.3 28185 4833.7 8219.9 32055 3116.7
EU491037.1 272117  142.0 1891.3 3385 1150.8 11789 9S06.7
EU544821.1 259019 9224.6 8790.9 6182.9 9509.8 115184 94420
AY458633.1 103771 929 2781 2712 86.8 198.8 190.7
AF452607.1 55809 1819.3 22751 7204 816.1 733.7 16958
AF507823.1 62733 105.0 2388 655.2 4049 11515 1883
DQ403810.1 154488 5561.9 5291.0 4853.2 5260.4 13728.7 8166.1
Al561121.1 87543 507.6 426.0 900.5 5945 8774 1956
GQ456131.1 578010 1886.2 1627.9 1136.1 12447 2549.3 1515.8
GQ348323.1 570256 872.0 10735 12215 8375 726.0 2071.3
GQ441232.1 578562 32229 3057.9 2763.7 19133 33816 4858
GQ4411597.1 532996 8948.5 7648.8 4753.0 6204.8 73389 69224
EF177670.1 175318 3447.3 5196.2 76153 3871.8 65205 34994
GQ250189.1 545665 2854.2 6255.6 1938.7 673.2 44847 2546.6
GQ345654.1 580178 7419.4 10312.7 4312.0 4743.7 9776.5 8382.1
AB193953.1 108916  323.1 598.0 10112 2245 1699.3 970.2
AB499797.1 573269 6565.0 6640.1 4363.3 9525.7 6654.9 58729
GQ345482.1 580055 74%1.8 7920.6 8030.1 84459 8180.3 7851.2
AB278146.1 185252 11361.2 11805.6 10080.4 13647.8 10304.0 10568.4
GQ346343.1 550034 5118.7 4637.2 5558.1 5535.7 5541.9 46855
AB479080.1 454474 3084 917.7 4349 888.4 488.1 3676.0
EU403436.1 275217 44411 3956.3 49004 7070.2 7697.9 4642.1
AB112462.1 90596 4608.8 2490.9 31629 6827.1 4609.3 3628.1
G(345480.1 553479 5850.4 4848.2 4081.0 56252 4043.2 48783
DQ009465.1 126024 7806.7 71259.0 7168.4 7902.7 10067.3 84245
AB176400.1 193967 12067.2 12485.5 7075.9 7007.5 9144.0 8434.0
GQ345675.1 543537 4191.8 4083.9 4565.3 4210.7 443477 45144
GQ346517.1 558448 15141.6 14363.0 15176.3 9278.6 14781.9 10923.9
GQ346038.1 536500 11959.1 14064.2 2937.7 6390.0 4507.8 32604
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GQ345991.1 gg_id:590578 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ345799.1 gg_id:582850 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ345795.1 gg_id:589578 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ346697.1 gg_id:582711 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
AB453761.1 gg_id:571917 Sulfur-Oxidizing Deep-sea Sponges deep-sea sponge Characella sp. (Pachastrelliidae)
GQ345709.1 gg_id:582923 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ348271.1 gg_id:559212 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ345921.1 gg_id:571880 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ345820.1 gg_id:562953 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ346235.1 gg_id:585686 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
EU403437.1 gg_id:265068 Vesicomya sp. mt-lll symbiont 7

GQ346136.1 gg_id:577023 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ346480.1 gg_id:548322 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ347200.1 gg_id:540961 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ346086.1 gg_id:547425 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ346415.1 gg_id:589160 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ345392.1 gg_id:556442 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ350133.1 gg_id:542791 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ346643.1 gg_id:573988 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ345786.1 gg_id:556299 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ345712.1 gg_id:590830 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ346391.1 gg_id:544282 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ346103.1 gg_id:549420 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ346252.1 gg_id:553712 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
G(346188.1 gg_id:546635 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ346509.1 gg_id:583641 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ345404.1 gg_id:582904 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ345898.1 gg_id:538800 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ346134.1 gg_id:560079 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ346446.1 gg_id:578566 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ346096.1 gg_id:587138 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ345677.1 gg_id:588187 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ345849.1 gg_id:591808 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
DQ009424.1 gg_id:117723 bacterioplankton clone SPOTSFEB0O2_70m2

GQ346196.1 gg_id:580086 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ345926.1 gg_id:581473 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
AB193948.1 gg_id:108910 deep-sea vent clone Sc-EBO8

AB244977.1 gg_id:560000 lineage scale-worm genus Branchipolynoe deep-sea hydrothermal vent symbiont fre
GQ350803.1 gg_id:550092 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
AM911378.2 gg_id:369008 Phenotype-specific (Scleractinia) their implications coral's nutrition health and cold-
AY951931.1 gg_id:114761 Bathymodiolus azoricus thioautotrophic gill symbiont
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GQ345991.1 590578 10239.5 10293.3 9963.2 97215 10237.9 099816
GQ3457599.1 582850 523.1 850.0 3561.8 2184.8 16429 11419
GQ345755.1 589578 8826.5 10096.4 6181.8 8770.3 7317.2 5365.2
GQ346657.1 582711 6573.1 7877.2 12397.7 9379.1 10649.9 9100.8
AB453761.1 571917 8866.7 9274.3 39819 71779 8839.9 6357.6
GQ345709.1 582923 9203.5 115979.5 9750.3 8470.7 11778.0 9157.8
GQ348271.1 559212 1694.5 1404.0 1307.8 1619.0 2062.5 17528
GQ345921.1 571880 2878.7 35154 1463.8 3157.9 5307.9 4450.0
GQ345820.1 562953 1889.8 1899.7 32316 2814.0 8559.3 18034
GQ346235.1 585686 7920.2 7588.3 56389 6057.1 8109.1 6720.9
EU403437.1 265068  711.4 1410.5 6139 1919.0 1453.2 2582.0
GQ346136.1 577023 3840.1 3807.4 2633.2 44575 6332.2 5136.5
GQ346480.1 548322 3016.5 3660.9 19424 42100 5985.5 4155.3
GQ347200.1 540961 68824 5730.3 66590.8 74319 6766.6 5310.6
GQ346086.1 547425 27319 1341.8 33433 3748.8 4316.9 3544.6
GQ346415.1 589160 10201.3 11294.9 8305.3 8050.7 10760.3 8997.0
GQ345392.1 556442 10387.2 10994.3 9750.2 8335.2 10676.8 9657.1
GQ350133.1 542791 2144.4 22923 27225 30753 165894 13219
GQ346643.1 573988 74434 83413 4799.6 5069.1 8801.2 70714
GQ345786.1 556299 1621.0 2157.3 52846 3906.4 6250.1 5793.0
GQ345712.1 590830 8617.9 12093.8 6383.5 5552.7 11560.0 9543.0
GQ346351.1 544282 5499.4 4816.3 7872.0 74654 57275 5716.7
GQ346103.1 549420 9148.0 10666.5 6340.0 9736.1 12385.6 10308.4
GQ346252.1 553712 12846 1356.7 20669 991.0 2131.3 10104
GQ346188.1 546635 8922.6 7516.5 9198.1 8225.6 4739.1 8846.9
GQ346509.1 583641 8160.4 9791.6 7513.6 7025.4 13738.5 10500.2
GQ345404.1 582904 5538.6 6532.8 5322.2 6552.0 8996.5 7462.8
GQ345858.1 538800 6616.6 5274.5 3271.7 6342.2 6061.1 4885.1
GQ346134.1 560079 7204.6 6469.7 4161.0 6908.9 10199.2 8565.3
GQ346446.1 578566 7186.8 8617.9 5588.1 5467.2 11400.8 8171.9
GQ346096.1 587138 4311.0 5228.8 5409.8 4208.8 5107.1 5101.3
GQ345677.1 588187 7254.3 7425.2 6850.3 5835.8 98357 7539.8
GQ345845.1 591808 6538.7 6161.1 6579.4 5716.4 6320.8 4915.3
DQO09%424.1 117723 5746.2 5657.0 7380.0 84214 88175 768438
GQ346196.1 580086 7997.2 7972.5 6504.2 87329 10972.9 8167.6
GQ345926.1 581473 6056.6 5245.8 3005.1 75595 76215 6299.3
AB193948.1 108910 3288.1 36859 5530.3 41248 5618.0 4418.2
AB244977.1 560000 8885.6 7349.0 8346.1 5119.8 11676.6 5975.9
GQ350803.1 550092 8868.9 9427.9 3123.2 4463.6 4397.9 29489
AM911378.2 369008 1302.9 1833.1 4405.0 1608.6 38316 2866.7
AY951931.1 114761 2596.5 2780.4 4227.1 58726 6992.1 6652.7
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GQ345903.1 gg_id:572719 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ345356.1 gg_id:581070 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ345879.1 gg_id:534636 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ348411.1 gg_id:583960 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
AF035721.1 gg_id:7674 Calyptogena magnifica gill symbiont

GQ346536.1 gg_id:568526 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GU108540.1 gg_id:555184 active chemolithoautotrophic prokaryotes sulfidic zone Black pelagic redoxcline dete
GQ345506.1 gg_id:533664 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ345759.1 gg_id:591192 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ346264.1 gg_id:579957 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ345700.1 gg_id:594218 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ347135.1 gg_id:566058 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ345612.1 gg_id:591185 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ346510.1 gg_id:559357 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
DQO09467.1 gg_id:125536 bacterioplankton clone SPOTSMAY(03 890m3

GQ350906.1 gg_id:549611 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ346703.1 gg_id:533705 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ345630.1 gg_id:589590 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ347589.1 gg_id:578816 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
AB193931.1 gg_id:108891 deep-sea vent clone Scd-NBO1

F1825949.1 gg id:568805 Succession during spring Sea filtered surface sea water period diatom bloom Yel Sea;
GQ345617.1 gg_id:555029 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ346688.1 gg_id:569285 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ345381.1 gg_id:551998 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ346418.1 gg_id:578694 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ346535.1 gg_id:585267 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ337088.1 gg_id:580119 Hydrography shapes biogeography deep Arctic Ocean water depth 1000m clone BB(
DQ513047.1 gg_id:160840 Microbial life fluids ridge flank crustal fluid clone CTD005-15B-02

GQ346389.1 gg_id:589239 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
EU638846.1 gg_id:322165 Ecological Role Firmicutes Identified Thermophilic Microbial Fuel Cells thermophilic n
GQ345521.1 gg_id:582885 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ346456.1 gg_id:564361 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
GQ345830.1 gg_id:566044 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
AF382101.1 gg_id:79277 bacterioplankton clone ZA2329¢

FJ745105.1 gg_id:553872 Transporter genes expressed coastal response dissolved organic carbon surface wate
GQ345572.1 gg_id:552427 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
EU638746.1 gg_id:306754 Ecological Role Firmicutes ldentified Thermophilic Microbial Fuel Cells thermophilic n
DQ351794.1 gg _id:147823 Microbial Adherent Sediment Particles Heavy Metal Contaminated North Sea Surfac
GU117979.1 gg_id:581250 Threatened Corals Provide Microbial Habitats clone Acer F12

EU491869.1 gg_id:267568 Abundance and microbial life ocean crust seafloor lavas East Pacific Rise clone EPR3¢
AY386342.1 gg_id:97969 marine str. HTCC2151
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GQ345903.1 572719 8386.9 8526.6 4637.2 10022.2 11609.7 10246.6
GQ345356.1 581070 7464.8 9222.2 54857 7382.8 9362.4 8509.7
GQ345875.1 534636 6811.6 6396.8 4355.0 51445 515%4.0 46934
GQ348411.1 583960 7106.6 5526.3 7758.7 80533 2684.1 2551.8
AF035721.1 7674  875.2 12259 2025.2 10799 11945 1654.3
GQ346536.1 568526 12204.7 9620.7 8360.8 9963.6 11311.2 8931.8
GU108540.1 555184 2788.8 3003.0 1822.7 20585 2624.2 20383
GQ345506.1 533664 12314.6 13684.2 14855.6 11231.9 15986.3 12792.2
GQ345755.1 591192 11089.0 12586.8 10872.1 9729.3 11954.5 10406.7
GQ346264.1 579957 47131 2875.9 5719.5 61111 4100.8 5166.7
GQ345700.1 594218 10033.0 12109.7 8079.2 7792.2 7777.2 6868.7
GQ347135.1 566058 3453.7 3067.1 1455.2 44244 5353.3 40458
GQ345612.1 591185 11109.6 8977.7 10512.5 12213.3 98239 80824
GQ346510.1 559357 6185.0 48314 70769 45281 8346.2 3695.1
DQ00%467.1 125536 3565.2 2425.0 4670.4 42523 55559 35813
GQ350906.1 549611 67124 77213 53465 6954.1 5843.4 63489
GQ346703.1 533705 10789.3 8221.6 505915 9426.4 82104 79514
G(345630.1 589590 5792.8 3638.8 3874.3 6009.4 8008.9 6578.0
GQ347589.1 578816 3659.2 6162.8 4759.1 54153 5644.1 45419
AB193931.1 108891 9653.1 8666.1 3287.5 8137.7 9223.3 9038.2
F1825949.1 568805 2304.9 2351.8 12103 2610.6 3073.7 4697.9
GQ345617.1 555029 9892.7 9366.6 22169 90974 12738.2 10151.8
GQ346688.1 569285 15072.8 16318.5 12713.4 12013.0 18710.4 16264.8
GQ345381.1 551998 7112.8 6483.7 5956.3 77173 9108.1 7484.6
GQ346418.1 578694 7732.2 71113 49124 74910 11750.9 92135
GQ346535.1 585267 8147.8 6894.5 7007.0 7809.8 104155 8223.8
GQ337088.1 580118 34703 4638.4 40059 4550.2 6467.3 66315
DQ513047.1 160840 7121.0 5899.1 56719 8896.0 5386.9 5259.9
GQ346389.1 589239 13239.2 12315.3 8347.3 12528.6 16389.1 13450.1
EU638846.1 322165 15771.1 14621.1 9955.0 16328.0 21510.1 18336.0
GQ345521.1 582885  103.5 73.2 1010 1645 85.2 29.2
GQ346456.1 564361 61854 6752.8 79245 3922.0 4027.1 3302.0
GQ345830.1 566044 4193.3 2920.5 5532.6 5954.8 4009.3 4861.9
AF382101.1 79277 2426.3 1588.8 24689 2965.4 1577.0 3837.8
FJ745105.1 553872 50504 7386.9 6428.8 53381 6053.2 5920.3
GQ345572.1 552427  220.7 12217 7220 1940 4643 6594
EU638746.1 306754 11845.3 10238.9 7667.7 11589.2 15956.3 12946.9
DQ351794.1 147823 29.1 52.1 1531 68.2 109.1 1274
GU117979.1 581250 5576.0 5616.1 56314 5634.3 7187.1 6252.0
EU491869.1 267568 909.1 1471.0 1680.6 546.6 20512 2017.0
AY386342.1 97969 2416.7 2630.3 3854.8 2125.0 6802.7 47438
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7428
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6468
6502
6545
6586
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GU061277.1 gg_id:588515 Evaluation culturing methods cultivate previously Yel Sea intertidal beach seawater .
GQ349185.1 gg_id:588789 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich
AF468261.1 gg_id:80175 Arctic pack ice; northern Fram Strait; 80 31.1 N; 01 deg 59.7 min E clone ARKDMS-58
EU050830.1 gg_id:255358 libraries sediment Kings Bay Svalbard Arctic clone 551 _B 08 75

AJ581349.1 gg_id:92209 Mediterranean sponge clone E01-9C-12

GQ337223.1 gg_id:591094 Hydrography shapes biogeography deep Arctic Ocean water depth 900m clone CB1¢
EU800017.1 gg_id:313341 It's all ranking aquatic Newport Harbour Rl clone 1227703

FJ403058.1 gg_id:361395 Disease- changes healthy and diseased colonies Caribbean coral Montastrea faveolat:
EU005712.1 gg_id:264274 Major activity inside and outside natural iron-fertilized phytoplankton bloom 3 micrc
GU061256.1 gg_id:540813 Evaluation culturing methods cultivate previously Yel Sea intertidal beach seawater .
GQ349050.1 gg_id:557301 Metagenome versatile chemolithoautotroph expanding oceanic dead zones Saanich

DQO15809.1 gg _id:140174 Antarctic lake water clone ELB16-104
FM242300.1 gg_id:337520 sequences sediment clone 3 T9d-oil

EU050829.1 gg_id:255625 libraries sediment Kings Bay Svalbard Arctic clone SS1 B 07 49

AY701467.1 gg_id:108544 dinoflagellate symbiont clone GCDEQ8_AE
DQ666550.1 gg_id:167594 Actinobacillus capsulatus str. 266/7370
DQ666548.1 gg_id:170688 Actinobacillus capsulatus str. 266/5603
DQ229009.1 gg_id:160043 Haemophilus parasuis str. ME4
AY362891.1 gg_id:101090 Actinobacillus indolicus str. 46KC2
AF268965.1 gg_id:22523 Actinobacillus indolicus str. H1422
AF268962.1 gg_id:31672 Actinobacillus indolicus str. H1269
EF396307.1 gg_id:246454 Actinobacillus indolicus WB52/06-1
DQ229002.1 gg_id:160636 Actinobacillus pleuropneumoniae 262/04
F1437063.1 gg_id:368836 Actinobacillus porcinus str. 35NTS
EF173411.1 gg_id:207951 Actinobacillus porcitonsillarum str. WT6N
EF173406.1 gg_id:207735 Actinobacillus porcitonsillarum str. WT5A
EF173407.1 gg_id:212933 Actinobacillus porcitonsillarum str. WT1B
EF173404.1 gg_id:213833 Actinobacillus porcitonsillarum str. WT2A
AF025839.1 gg_id:9515 Actinobacillus rossii str. JF1390

EU074771.1 gg_id:244021 Actinobacillus succinogenes str. S.JST

AY362898.1 gg_id:102230 Actinobacillus succinogenes str. CCUG 43843

AF015299.1 gg_id:9589 Actinobacillus suis str. CCM5586
AY362900.1 gg_id:106038 Actinobacillus ureae str. CCUG 2139

AJ295746.3 gg_id:52835 Haemophilus parahaemolyticus str. NCTC 8479T

AY029174.1 gg_id:69899 Actinobacillus arthritidis str. 13/225/95
AF268949.1 gg_id:73428 Actinobacillus minor str. H1473

FJ939592.1 gg_id:569406 Haemophilus parahaemolyticus str. PN129
AY465359.1 gg_id:109412 Actinobacillus equuli str. B96/12; JF2421

GQ074659.1 gg_id:420587 Topographical and Temporal Human Skin Microbiome skin umbilicus clone nbw164g

AF268947.1 gg_id:31668 Actinobacillus minor str. H1468
EF396305.1 gg_id:244335 Haemophilus parasuis WB25/06-1
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GU061277.1 588515 3226 1819.0 1656.1 17655 3357.1 2984.0
GQ349185.1 588789 5483.0 4822.0 37739 7126.7 37249 4899.9
AF468261.1 80175 4256.0 5503.2 10682.4 8247.8 9868.7 6511.7
EU050830.1 255358 839.1 15448 3673.6 34142 6296.9 36765
AJ581345.1 92209 818.7 10784 7337 890.6 16821 2652.8
GQ337223.1 5581094 2675.4 31224 3000.1 41794 61425 6888.2
EU800017.1 313341 1163.5 2397.3 26309 8725 24379 40344
FJ403058.1 361395 6757.6 4848.3 6228.3 6539.2 76204 6347.2
EU005712.1 264274 2742.9 2585.0 3859.4 4128.7 4586.2 4455.1
GU061256.1 540813 9871.1 8844.7 7637.6 11046.5 12717.7 12296.2
GQ349050.1 557301 49337 6743.1 3326.0 3706.8 6686.5 7556.4
DQ015809.1 140174 2823.2 46356 4250. 32126 60115 4678.5
FM242300.1 337520 1098.3 757.7 5520 773.8 2233.2 8826
EU050829.1 255625 3878.5 34685 13276 2657.6 2717.9 36138
AY701467.1 108544 14783 1665.3 679.9 2758.2 4173.1 21245
DQ666550.1 167594 4349.8 54242 7499.6 5056.3 4563.0 7279.8
DQ666548.1 170688 1984.9 2592.0 2045.0 1823.3 23845 24735
DQ229009.1 160043 1063.3 S80.8 2256.4 3465.1 24075 31015
AY362891.1 101090 5324.6 54836 67853 8167.3 8475.2 7020.7
AF268965.1 22523 4547.3 23243 3805.8 39193 27355 3617.0
AF268962.1 31672 2638.9 1321.1 2831.9 2659.0 2058.9 4741.7
EF396307.1 246454 1947.2 1436.7 31389 36529 22875 48244
DQ229002.1 160636  836.1 3358 726.7 580.0 274.8 340.3
Fl437063.1 368836 2009.6 17341 1730.5 25045 2572.2 2561.8
EF173411.1 207951 1445.6 1149.0 3438.6 2077.1 1113.7 35956
EF173406.1 207735 1463.2 9418 19749 20444 10714 3507.8
EF173407.1 212933 556.2 598.7 2484.0 12423 5034 807.1
EF173404.1 213833 1446.2 11514 34385 2083.2 1109.6 3872.2
AF(025839.1 8515 2129 3336 2034 5276 3241 3097
EU074771.1 244021 10319.3 12120.7 4703.0 8587.7 11963.0 7708.8
AY362898.1 102230 1970.9 3096.3 3912.6 42045 61364 5861.8
AF015295.1 5589 1408.3 1593.2 2048.6 1992.0 1921.5 1860.9
AY362900.1 106038 5194 4424 1939.2 476.1 2545 3433
AJ295746.3 52835 205.3 1003 1073.7 2293 16140 5758
AY(029174.1 69899 585.6 833.9 4509.9 15245 18374 20584
AF268945.1 73428 836.3 7489 3130.8 12505 521.2 22766
FJ939592.1 569406 1253 2993 652.0 293.6 3543 2444
AY465359.1 109412 513.3 627.2 25904 8335 7044 5508
GQ074655.1 420587 43859 4517.6 6960.1 5043.0 7285.2 5012.2
AF268947.1 31668 5421.4 51494 74934 4833.1 5111.8 7808.0
EF396305.1 244335 2358.7 17524 32729 3599.2 1708.2 4368.7
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unclassified
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unclassified

unclassified

Aggregatibacter actinomycetemcomitans
Aggregatibacter actinomycetemcomitans
Aggregatibacter aphrophilus
Aggregatibacter aphrophilus
Aggregatibacter segnis
Avibacterium gallinarum
Avibacterium paragallinarum
unclassified

unclassified

Mannheimia succiniciproducens
unclassified

Bibersteinia trehalosi
Bibersteinia trehalosi
unclassified

Bisgaard Taxon 14

Bisgaard Taxon 14
unclassified

unclassified
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Gallibacterium anatis
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6654
6847
6292
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7282
6431
6432
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AY172727.1 gg_id:91684 Bisgaard taxon 26 biovar 1 str. F66
AF145255.1 gg id:9586 Actinobacillus capsulatus str. 63595
EU746660.2 gg_id:347029 Actinobacillus minor str. 202

AF359941.1 gg_id:21084 Acidithiobacillus thiooxidans str. KCTC 8928P
ACQL01000137.1 gg_id:384731 Actinocbacillus minor str. NM305
AF224295.1 gg_id:73432 Actinobacillus capsulatus str. P796
DQ926691.1 gg_id:180536 Actinobacillus porcitonsillarum str. 71123
EF173412.1 gg_id:212302 Actinobacillus porcitonsillarum str. WT7N
DQ229007.1 gg_id:160015 Actinobacillus minor 2134

AF381187.1 gg_id:70103 Actinobacillus cf. equuli str. CCUG 19799
DQY926692.1 gg id:191170 Actinobacillus porcitonsillarum str. 73706
AF268948.1 gg_id:74197 Actinobacillus minor str. H1470
AF247720.1 gg_id:58548 Actinobacillus equuli str. 15445/4

GQO074426.1 gg_id:385551 Topographical and Temporal Human Skin Microbiome skin umbilicus clone nbw162g

FJ435959.1 gg id:367622 Actinobacillus minor str. 33PN

AF247723.1 gg_id:70395 Actinobacillus lignieresii str. F 264

AF247717.1 gg_id:58549 Actinobacillus arthritidis str. F 141

AF224285.1 gg _id:72378 Actinobacillus capsulatus str. CCUG 37035
AF268945.1 gg_id:27164 Actinobacillus minor str. H1284

AF247722.1 gg _id:73342 Actinobacillus lignieresii str. F 127

AB512009.1 gg_id:562676 Aggregatibacter actinomycetemcomitans str. OMZ534
AB548673.1 gg_id:531143 Aggregatibacter actinomycetemcomitans str. JCv 12985
CP001607.1 gg_id:518655 Aggregatibacter aphrophilus str. NJ8700
AF227858.1 gg_id:49556 str. 86355

AF224299.1 gg_id:17538 Haemophilus segnis str. MCCM 00337
EU826042.1 gg_id:551715 Avibacterium sp. str. HP95

AY498868.1 gg_id:104700 Haemophilus paragallinarum str. NCTC 11296T
AY498871.1 gg_id:99711 Haemophilus paragallinarum str. SA7177
AY498870.1 gg_id:99555 Haemophilus paragallinarum str. Modesto

NC _006300.1 gg_id:471413 Mannheimia succiniciproducens str. MBEL55E
AY029193.1 gg_id:22261 Mannheimia succiniciproducens str. MBEL55E
DQ841185.1 gg id:186374 Pasteurella trehalosi str. 06-106810
AY757729.1 gg id:111227 Pasteurellaceae |16

AF227862.1 gg_id:31902 Pasteurella sp. str. 37234

AY172730.1 gg_id:91205 Bisgaard taxon 32 str. 5108/52/90

AY172729.1 gg_id:91016 Bisgaard taxon 32 str. HPA106

EU331064.1 gg_id:578335 Chelonobacter oris str. 1662

EU331067.1 gg_id:590073 Chelonobacter oris str. 17123

AY362926.1 gg_id:99165 Pasteurella testudinis str. CCUG 19802
GQ423354.1 gg_id:563660 Gallibacterium anatis str. Yu-ZMD-XP-3-QG
GQ423350.1 gg_id:551687 Gallibacterium anatis str. Yu-ZMD-XP-1-QG-3
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AY172727.1 91684 11409 4319 7623 784.7 1065.2 1105.7
AF145255.1 9586 688.2 727.8 19957 12515 16793 13163
EU746660.2 347029 2122.8 16245 25519 1990.3 1206.2 3465.8
AF359941.1 21084 736.8 916.9 2907.4 19995 45079 30234
ACQLO1000137.1 384731 1843.6 1105.7 1898.0 3107.1 1512.8 21426
AF224295.1 73432 60.5 1243 3299 1571 113.3 140.7
DQ926691.1 180536 5614 779.7 4674.2 16123 14154 17323
EF173412.1 212302  520.7 5984 2485.0 12533 5127 81459
DQ225007.1 160015 626.1 523.7 14782 12729 857.0 2940.2
AF381187.1 70103 519.1 8375 27284 9684 9914 7977
DQ926692.1 191170  280.7 541.3 22345 4985 406.1 1113.2
AF268948.1 74197 4011 5014 11701 1037.8 7245 1707.6
AF247720.1 58548 3331.2 3559.4 5796.5 3209.8 4495.2 36909
GQ074426.1 385551 4347.5 2890.5 5862.4 43095 4264.8 42113
FJ435959.1 367622 406.6 561.6 1377.8 696.9 1196.3 21543
AF247723.1 70395 857.3 1462.4 54383 1666.5 3225.2 21392
AF247717.1 58549 390.2 8284 35321 402.8 10459 7244
AF224285.1 72378 821.6 865.0 34222 2203.1 23255 49035
AF268945.1 27164 14823 1037.7 1952.8 2059.2 1099.7 3532.8
AF247722.1 73342 1701 2374 7759 1745 11634 4157
AB512008.1 562676 3482.2 3320.2 3552.3 45483 4724.0 414473
AB548673.1 531143 43.9 36.0 60.4 59.2 85.4 63.5
CP001607.1 518655 581.2 11644 1817.8 859.5 9056 864.3
AF227858.1 49556 5236.4 4530.0 5085.8 5547.7 6583.2 72712
AF224299.1 17538 1492 569.7 5415 4104 1790.7 6918
EU8B26042.1 551715 2266.5 2252.9 5136.3 33164 3481.3 1964.1
AY458868.1 104700 388.8 4788 6785 7129 3864 766.8
AY498871.1 99711 2769 3375 14975 6089 19199 7732
AY498870.1 99555 1998.9 1715.7 38449 4666.1 43524 2627.2
NC_006300.1 471413 2909 2255 13258 2705 11551 7814
AY029193.1 22261 1461.1 12525 7345 653.2 1168.8 1153.1
D0O841185.1 186374 1083.6 1220.1 3880.4 2099.2 4121.2 2270.1
AY757729.1 111227 6876.8 9187.3 5667.8 8141.4 11692.0 8262.2
AF227862.1 31902 1349.5 14320 1769.5 6654 1925.8 1551.6
AY172730.1 91205 16944 1995.4 6108.1 3340.2 486.1 1469.3
AY172725.1 91016 15972.3 17245.8 14938.1 12500.1 17945.8 137154
EU331064.1 578335 4229 7336 19235 896.7 8289 5747
EU331067.1 590073 108.2 137.6 16558 358.2 1710.1 921.0
AY362926.1 99165 19.8 541 23659 44.7 76.4 35.9
GQ423354.1 563660 3094.4 2286.6 2690.8 1998.7 28289 522.2
GQ423350.1 551687 62.6 68.7 126.2 87.7 116.8 52.4
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GQ423347.1 gg_id:543050 Gallibacterium anatis str. Yu-HL-huang-1-SLG

AF228009.1 gg_id:70476 Gallibacterium anatis str. 12158

AF228007.1 gg_id:73745 Gallibacterium anatis str. IPDH 697/78

AY038594.1 gg_id:73007 Gallibacterium anatis str. Hom.3

AF224310.1 gg_id:74034 Actinobacillus cf. salpingitidis CCUG 28018 salpingitidis
AY038591.1 gg_id:64296 Gallibacterium genomosp. 1 str. Gerl.3191
EU339201.1 gg_id:571594 Gallibacterium genomosp. 3 str. F448

EU339196.1 gg_id:534387 Gallibacterium melopsittaci str.

F450

EU423995.1 gg_id:569567 Gallibacterium trehalosifermentans str. B7/99/1
FJ841971.3 gg_id:542079 Gallibacterium anatis str. Yu-JZ-YQ-5-S5LG
NC 002940.2 gg_id:129218 Haemophilus ducreyi str. 35000HP

EU185475.1 gg_id:239174 Haemophilus haemolyticus str.
EU185365.1 gg_id:248286 Haemophilus haemolyticus str.
EU185437.1 gg_id:253598 Haemophilus haemolyticus str.
EU185346.1 gg_id:243151 Haemophilus haemolyticus str.
EU185429.1 gg_id:237127 Haemophilus haemolyticus str.
EU185362.1 gg_id:237256 Haemophilus haemolyticus str.
EU185484.1 gg id:236050 Haemophilus haemolyticus str.
EU185482.1 gg_id:254806 Haemophilus haemolyticus str.
EU185421.1 gg_id:236390 Haemophilus haemolyticus str.
EU185485.1 gg_id:240164 Haemophilus haemolyticus str.
EU185444.1 gg_id:245827 Haemophilus haemolyticus str.
EU185436.1 gg_id:243777 Haemophilus haemolyticus str.
EU185338.1 gg_id:251582 Haemophilus haemolyticus str.
EU185407.1 gg_id:236863 Haemophilus haemolyticus str.

D62.2
24P12H3
61224
14P38
54P15H1
1P2H1
K22.1
K142.1
3P5H
£52.2
68P29H
60P12H2
11P8H5
32P3H1

EU185473.1 gg_id:252539 Haemophilus influenzae str. D152.1
AB377158.1 gg_id:543336 Haemophilus influenzae str. GTC 00905
AY613497.1 gg_id:110972 Haemophilus influenzae str. M8467

EF511979.1 gg_id:218564 Loss During Antibiotic Treatment 1 Intubated Patients Colonized Pseudomonas aerug
EF509248.1 gg_id:220552 Loss During Antibiotic Treatment 1 Intubated Patients Colonized Pseudomonas aerug
GQ106447.1 gg_id:375695 Topographical and Temporal Human Skin Microbiome skin volar forearm clone nbw!
GQO010997.1 gg_id:498669 Topographical and Temporal Human Skin Microbiome skin antecubital fossa clone n
EF509106.1 gg_id:219857 Loss During Antibiotic Treatment 1 Intubated Patients Colonized Pseudomonas aerug
EF511111.1 gg_id:222083 Loss During Antibiotic Treatment 1 Intubated Patients Colonized Pseudomonas aerug
EF511117.1 gg_id:226358 Loss During Antibiotic Treatment 1 Intubated Patients Colonized Pseudomonas aerug
EF511150.1 gg_id:218497 Loss During Antibiotic Treatment 1 Intubated Patients Colonized Pseudomonas aerug
EF509136.1 gg_id:220176 Loss During Antibiotic Treatment 1 Intubated Patients Colonized Pseudomonas aerug
GQO011135.1 gg_id:498531 Topographical and Temporal Human Skin Microbiome skin antecubital fossa clone n
EF511057.1 gg_id:224454 Loss During Antibiotic Treatment 1 Intubated Patients Colonized Pseudomonas aerug
DQ229028.1 gg_id:161434 Haemophilus parasuis 393/03-4

DQ228991.1 gg_id:160451 Haemophilus parasuis V§7-1
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GQ423347.1 543050 6015.5 5125.6 6117.4 4255.8 8467.5 72819
AF228009.1 70476 176.8 1799 7025 2422 1099.0 6545
AF228007.1 73745 8527 6275 8654 575.0 1129.2 3731
AY038594.1 73007 281.8 2855 597.7 3794 4143 3141
AF224310.1 74034 2815 2740 5828 351.8 4261 274.0
AY038591.1 64296 605.7 467.8 3211.3 1120.7 3995 5183
EU339201.1 571594 1506.2 1386.6 3679.5 23335 55143 3044.0
EU339196.1 534387 3041.5 3460.7 4656.5 4516.9 8362.2 5087.8
EU423995.1 569567 110.3 394.8 567.2 3223 2210.7 5733
F1841971.3 542079 1096.3 1095.6 1467.8 1090.6 1342.7 5439
NC_002940.2 129218 617.9 986.1 5003.9 1803.9 36695 2453.0
EU185475.1 239174 1043.0 1147.3 3498.0 23384 2460.8 1623.1
EU185365.1 248286  653.2 3854 12798 18143 1557.9 1110.6
EU185437.1 253598 5458 588.2 14745 1255.0 1059.8 810.9
EU185346.1 243151 1191.2 7564 3281.7 3130.5 1832.6 28944
EU185429.1 237127 634.0 8527 2532.8 14497 17794 119338
EU185362.1 237256 1450.0 968.0 3315.0 344495 3061.8 1856.0
EU185484.1 236050 1630.6 1103.3 3288.8 3746.3 33123 18827
EU185482.1 254806 3871.1 3803.4 4408.0 34435 3433.7 32626
EU185421.1 236390 1470.8 1062.2 3701.5 33858 2884.2 17733
EU185485.1 240164 1638.9 1112.8 3459.0 3735.8 3286.0 1856.5
EU185444.1 245827  289.6  285.7 33815 1293.8 546.6 4293
EU185436.1 243777  713.7 1203.4 3797.1 1419.7 2466.8 15439
EU185338.1 251582 1455.0 950.8 3184.5 3486.8 3054.6 19855
EU185407.1 236863 601.0 9749 41190 1939.0 2022.7 2100.6
EU185473.1 252539  958.7 989.8 3046.6 33494 23243 14556
AB377158.1 543336 2838.3 3383.7 37559 43511 4027.2 23855
AY613497.1 110972  507.8 12422 4707.4 2989.3 2189.7 1456.1
EF511975.1 218564 3928.3 33044 7051.1 53739 5260.8 4669.4
EF509248.1 220552 8286.7 7583.3 2408.3 6736.0 7196.7 8467.4
GQ106447.1 375695 15780.0 113325 8448.8 8614.9 127384 9500.6
GQ010957.1 498669 3952.9 4203.1 6878.4 6971.3 6597.6 51888
EF505106.1 219857 7443 3861 15226 7765 619.3 5857
EF511111.1 222083 7774.0 7203.0 3262.5 4150.8 35353 2816.0
EF511117.1 226358 429 22477 3731 1574  239.7 1589
EF511150.1 218497 2334.8 1928.2 2311.7 26395 1722.7 1487.2
EF509136.1 220176 5331.2 47246 4614.7 3630.2 4652.9 3288.2
GQ011135.1 498531 7425.3 8023.6 56819 34447 7539.7 5267.1
EF511057.1 224454 8520.4 7073.9 4466.5 3902.7 5182.9 37329
DQ2295028.1 161434 2600.6 2185.2 3849 13739 2216.2 15316
DQ228991.1 160451 1273.5 744.0 15015 1736.4 10350 13934
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FJ463836.1 gg_id:363177 Haemophilus sp. str. HP 65-1

AB370297.1 gg_id:271851 Haemophilus parasuis str. 332

F1667952.1 gg_id:540531 Haemophilus parasuis str. Nagasaki

DQ229016.1 gg_id:161508 Haemophilus parasuis RW

F1667979.1 gg_id:513849 Haemophilus parasuis str. NO145

EU909653.1 gg_id:354221 Haemophilus sp. str. CCUG 17210

FJ558112.1 gg_id:526872 Survey Approach Assess Endotracheal Tube Biofilms and their Origins biofilm extubat
FJ667959.1 gg_id:560868 Haemophilus parasuis str. HS1075

EU185432.1 gg_id:245942 Haemophilus haemolyticus str. 58122

GQ091882.1 gg_id:376235 Topographical and Temporal Human Skin Microbiome skin antecubital fossa clone n
GQO87742.1 gg_id:420505 Topographical and Temporal Human Skin Microbiome skin antecubital fossa clone n
AB078972.1 gg_id:30824 Haemophilus parasuis 312

EU185439.1 gg_id:239937 Haemophilus haemolyticus str. 654210

FJ558093.1 gg_id:517548 Survey Approach Assess Endotracheal Tube Biofilms and their Origins biofilm extubat
FJ983093.1 gg_id:414943 Aspects Oral Microbiome subgingival plague clone

GQO083506.1 gg_id:440265 Topographical and Temporal Human Skin Microbiome skin alar crease clone nbw24¢
GQ114305.1 gg_id:423130 Topographical and Temporal Human Skin Microbiome skin manubrium clone nbw59
GQ074383.1 gg_id:392625 Topographical and Temporal Human Skin Microbiome skin umbilicus clone nbw162¢
GQ116263.1 gg_id:457345 Topographical and Temporal Human Skin Microbiome skin occiput clone nbw690c0z
GQ091843.1 gg_id:409269 Topographical and Temporal Human Skin Microbiome skin antecubital fossa clone n
EU341202.1 gg_id:255127 Evaluation Rapid Technologies Estimate Microbial Burden and Commercial Airline Ca
GQ087761.1 gg_id:421332 Topographical and Temporal Human Skin Microbiome skin antecubital fossa clone n
EU185461.1 gg_id:235553 Haemophilus haemolyticus str. 93P10H4

X87978.1 gg_id:9509 Haemophilus influenzae str. 16N

AY362910.1 gg_id:102232 Haemophilus parasuis str. Bakos B26

AY005033.1 gg_id:72532 subgingival dental plaque clone BJ095

GQO83015.1 gg_id:429541 Topographical and Temporal Human Skin Microbiome skin antecubital fossa clone n
DQ228998.1 gg_id:160846 Haemophilus parasuis P015/96

EU909656.1 gg_id:340606 Haemophilus sp. str. CCUG 18082

AJ290754.2 gg_id:44396 Haemophilus parainfluenzae str. P1525

EU137565.1 gg_id:261499 Bartonella-positive fleas: and assembly patterns Oropsylla hirsuta (prairie dog flea) C
GQ113941.1 gg_id:391680 Topographical and Temporal Human Skin Microbiome skin retroauricular crease clor
FJ558391.1 gg id:531822 Survey Approach Assess Endotracheal Tube Biofilms and their Origins biofilm extubat
GQ116286.1 gg_id:429653 Topographical and Temporal Human Skin Microbiome skin occiput clone nbw690g0:
EU909680.1 gg_id:307019 Haemophilus sp. str. PN24

AB176910.1 gg_id:114966 Histophilus somni str. 129Pt

AF053901.1 gg_id:9609 Mannheimia granulomatis str. Ph13; CCUG 26828

DQ301924.2 gg_id:146654 Mannheimia granulomatis str. W4672/1

AF053896.1 gg_id:9605 Mannheimia ruminalis str. HPA98; CCUG38466

AY425286.1 gg_id:107110 Mannheimia ruminalis str. HPA109

AY425283.1 gg_id:106648 Mannheimia ruminalis str. HPA113
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FJ463836.1 363177 1154.1 1079.2 3469.0 2857.2 31125 2015.7
AB370297.1 271851 587.0 691.6 2622.8 11499 1782.6 1146.6
F1667952.1 540531 3614 4417 15144 11189 684.9 516.5
DQ229016.1 161508 1844 5433 11613 8089 390.2 7983
F1667979.1 513849 3603.4 3584.4 8455.6 39475 5220.6 5530.2
EUS09653.1 354221 1394.5 719.0 1803.0 2537.1 1736.5 24775
FJ558112.1 526872 22425 12446 4518.8 4553.8 2926.0 3123.7
FJ667959.1 560868  358.0 654.2 11221 1363.1 15346 11289
EU185432.1 245942  378.4 917.1 2000.9 1196.5 12478 9454
GQO91882.1 376235 6815.1 7277.6 83143 75434 8859.0 7838.1
GQO087742.1 420505 15485 902.8 29848 35889 2503.8 2683.3
AB078972.1 30824 408.1 496.5 9545 17345 14343 9964
EU185439.1 239937 1763.5 926.6 2759.2 367959 29285 1709.6
FJ558093.1 517548 3558.0 23143 6537.1 60782 3639.3 42933
FJ883083.1 414543 95845 10996.2 6030.4 9638.8 9953.1 10333.5
GQ083506.1 440265 5828.0 3242.1 33134 60143 32685 30833
GQ114305.1 423130 1776.4 1213.8 4035.2 3425.2 1988.3 28919
GQ074383.1 392625 1247.4 10448 38343 3510.8 13786 23514
GQl116263.1 457345 21904 994.2 3687.0 4015.4 22375 28954
GQ091843.1 405269 1475.7 746.7 34511 3276.9 2307.3 2007.5
EU341202.1 255127 2184.5 22125 4073.1 3900.8 3276.2 3406.8
GQo87761.1 421332 2346.2 1164.9 3851.8 3998.0 2980.3 30287
EU185461.1 235553 187.1 264.7 1662.8 407.8 450.2 274.7
X87978.1 8509 1191.8 642.0 29559 3004.1 11125 21206
AY362910.1 102232 1748.6 1853.3 3876.2 30554 2612.8 25114
AY005033.1 72532 37.0 1336 3694 211.8 1687 87.3
GQ083015.1 425541 11324 7211 2581.8 27225 17142 2107.3
DQ228998.1 160846 1843.3 1487.8 3450.0 4295.0 3433.0 3056.6
EU909656.1 340606 9429 7341 2996.1 3732.0 1549.6 1554.2
AJ290754.2 44396 14305 2344.8 2655.7 2462.7 1798.7 2295.7
EU137565.1 261499 269.6 2763 17160 22932 3636 565.7
GQ113%41.1 391680  212.7 3561 1490.2 15515 5790 4324
FJ558351.1 531822 1140.2 829.5 2818.2 3680.0 1654.4 2750.0
GQl16286.1 425653 13543.4 13174.6 13498.0 13313.6 15496.9 13059.5
EU909680.1 307019 1546.0 1203.6 4527.6 40584 2379.9 2621.8
AB176910.1 114966 40.7 64.1 73.0 1805 63.1 39.5
AF053901.1 9609 5034.6 24749 44509 5860.9 4158.5 3837.1
DQ301924.2 146654 2257.2 6205 2502.0 34724 1323.1 1054.8
AF053896.1 5605 17269 509.3 1809.7 2848.2 1091.1 1090.0
AY425286.1 107110 3368.6 1486.2 3533.2 4488.4 2226.6 5142.0
AY425283.1 106648 2290.1 604.8 18915 2588.8 959.7 1228.4
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